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SEQUENCE LISTING 
<110> The Regents of the University of California 

<120> Methods for Inhibiting Angiogenesis, Cell Migration, Cell 
Adhesion, and Cell Survival 

<130> UCSD-07947 

<160> 116 

<170> Patentin version 3.2 

<210> 1 

<211> 68 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

tgtctttagt ttactcagca t cage tact a acatacctga acgaagatct tgttctaaga 60 



cattgtat 

<210> 2 
<211> .102 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 2 

Asp Thr Val Lys Val Met Val Val Met Leu Ala lie Cys Phe Leu Ala 
15 10 15 

Arg Ser Asp Gly Lys Pro Val Lys Lys Arg Ser Val Ser Glu lie Gin 
20 25 30 

Leu Met His Asn Leu Gly Lys His Leu Ser Ser Leu Glu Arg Val Glu 
35 • 40 45 

Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn Phe Val Val Leu Gly 
50 55 60 

Ala Ser lie Val His Arg Asp Gly Gly Ser Gin Arg Pro Pro Lys Lys 
65 70 75 80 

Glu Asp Asn Val Leu Val Glu Ser His Gin Lys Ser Leu Gly Glu Ala 
85 90 95 

Asp Lys Ala Ala Val Gly 
100 

<210> 3 
<211> 306 
<212> DNA 

<213> Artificial Sequence 



68 
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300 
306 



<220> 

<223> Synthetic 

<400> 3 ^ ^ 

gacacagtta aagtaatggt tgtcatgctt gcaatttgtt ttcttgcaag atcagatggg 60 

aagcctgtta agaagagatc tgtgagtgaa atacagctta tgcataacct gggcaaacac 120 

ctgagctctc tggagagagt ggaatggctg cgaaagaagc tgcaggatgt gcacaacttt 18 0 

gttgttctcg gagcttctat agttcacaga gatggtggtt cccagagacc cccaaaaaag 24 0 
gaagacaatg tcctagttga gagccatcaa aaaagtctcg gagaagcaga taaagctgct 

gtgggg 

<210> 4 

<211> 67 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<400> 4 

Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
1 5 10 15 ' 

Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gin 
20 25 30 

Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys 
35 40 45 

Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala 
50 55 60 

Lys Ser Gin 
65 

<210> 5 
<211> 290 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 5 

aattctgtaa gggatccaag aagagatcgg tttctgagat ccaattgatg cataacttgg 60 
gtaagcactt gaactctatg gaaagagttg aatggttgag aaagaagctg caggacgttc 120 
acaacttcgt tgctttggga gctccattgg ctccaagaga cgctggttct caaagaccaa 180 
gaaagaagga agacaacgtt ttggttgaat ctcacgaaaa gtctttgggt gaagctgaca 240 
aggctgacgt taacgtgtta actaaggcta aatcgcaata aagatcttga 290 

<210> 6 
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<211> 120 
<212> DNA 
<213> Homo sapiens 

<400> 6 

aggagctcca agggcaacaa aattgtgcac atcctgcagc ttcttacgca gccattctac 60 
tctctccatc gagttcagat gttttcccag gttatgcata agctgtattt cactcacaga 120 

<210> 7 

<211> 116 

<212> DNA 

<213> Homo sapiens 

<400> 7 

gagtcatcat ccatttccca ttttccctct ccatccacaa gcatatactc aatattcagt 60 
cttttttttt tttttttttg agacagggtc tcactctgtc gcccaggctg gagtac 116 

<210> 8 

<211> 115 

<212> PRT 

<213> Homo sapiens 

<400> 8 

Met lie Pro Ala Lys Asp Met Ala Lys Val Met lie Val Met Leu Ala 
15 10 15 

lie Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser 
20 25 30 

Val Ser Glu lie Gin Leu Met His Asn Leu Gly Lys His Leu Asn Ser 
35 40 45 

Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 

•» 

Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gin 
65 70 75 80 

Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys 
85 90 95 

Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala 
100 105 110 

Lys Ser Gin 
115 

<210> 9 

<211> 772 

<212> DNA 

<213> Homo sapiens 

<400> 9 

tgtctttagt ttactcagca tcagctacta acatacctga acgaagatct tgttctaaga 60 
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cattgtatgt 


gaagatgata 


cctgcaaaag acatggctaa 


agttatgatt 


gtcatgttgg 


120 


caatttgttt 


tcttacaaaa 


tcggatggga aatctgttaa gaagagatct gtgagtgaaa 


180 


tacagcttat 


gcataacctg 


ggaaaacatc 


tgaactcgat 


ggagagagta 


gaatggctgc 


240 


gtaagaagct 


gcaggatgtg 


cacaattttg 


ttgcccttgg 


agctcctcta 


gctcccagag 


300 


atgctggttc 


ccagaggccc 


cgaaaaaagg 


aagacaatgt 


cttggttgag 


agccatgaaa 


360 


aaagtcttgg 


agaggcagac 


aaagctgatg 


tgaatgtatt 


aactaaagct 


aaatcccagt 


420 


gaaaatgaaa 


acagatattg 


tcagagttct 


gctctagaca 


gtgtagggca 


acaatacatg 


480 


ctgctaattc 


aaagctctat 


taagatttcc 


aagtgccaat 


atttctgata 


taacaaacta 


540 




d U C> d w U w v.* 


atgataactg 


caattttaat 


tgattattct 


gattccactt 


\J \J \J 


ttattcattt 


gagttatttt 


aattatcttt 


tctattgttt 


attcttttta 


aagtatgtta 


660 


ttgcataatt 


tataaaagaa 


taaaattcga 


cttttaaacc 


tctcttctac 


cttaaaatgt 


720 


aaaacaaaaa 


tgtaatgatc 


ataagtctaa 


ataaatgaag 


tatttctcac 


tc 


772 



<210> 10 

<211> 27 

<212> DNA 

<213> Unknown 

<220> 

<223> Synthetic 
<400> 10 

gatcctcatt actgggattt agcttta 27 

<210> 11 

<211> 42 

<212> DNA 

<213> Unknown 

<220> 

<223> Synthetic 
<400> 11 

tgaaaaatcc ctaggcgagg cagacaaggc cgatgtgaat gt 42 

<210> 12 
<211> 263 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 12 

tatgtctgtg tccgagattc agttaatgca taaccttggc aaacatttga actccatgga 60 
gcgtgtagaa tggctgcgta agaagttgca ggatgtgcac aattttgttg ccttaggtgc 120 
cccattggct cctcgtgatg ctggttccca aagaccacgt aaaaaggaag acaatgtctt 180 
agttgagagc catgaaaaat ccctaggcga ggcagacaag gccgatgtga atgtattaac 240 
taaagctaaa tcccagtaat gag 263 
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<210> 13 
<211> 614 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 13 

tttgagtgag aaatacttca tttatttaga cttatgatca ttacattttt gttttacatt 60 
ttaaggtaga agagaggttt aaaagtcgaa ttttattctt ttataaatta tgcaataaca 120 
tactttaaaa agaataaaca atagaaaaga taattaaaat aactcaaatg aataaaagtg 180 
gaatcagaat aatcaattaa aattgcagtt atcatggcta gtgatggatt acatgtagtt 240 
tgttatatca gaaatattgg cacttggaaa tcttaataga gctttgaatt agcagcatgt 300 
attgttgccc tacactgtct agagcagaac tctgacaata tctgttttca ttttcactgg 360 
gatttagctt tagttaatac attcacatca gctttgtctg cctctccaag acttttttca 420 
tggctctcaa ccaagacatt gtcttccttt tttcggggcc tctgggaacc agcatctctg 480 
ggagctagag gagctccaag ggcaacaaaa ttgtgcacat cctgcagctt cttacgcagc 540 
cattctactc tctccatcga gttcagatgt tttcccaggt tatgcataag ctgtatttca 600 
ctcacagatc tctt 614 

<210> 14 

<211> 68 

<212> DNA 

<213> Unknown 

<220> 

<223> Synthetic 
<400> 14 

atac^atgtc ttagaacaag atcttcgttc aggtatgtta gtagctgatg ctgagtaaac 60 
taaagaca gg 

<210> 15 

<211> 115 

<212> PRT 

<213> Homo sapiens 

<400> 15 

Met He Pro Ala Lys Asp Met Ala Lys Val Met He Val Met Leu Ala 
1 5 10 .15 

He Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser 

20 25 30 

Val Ser Glu He Gin Leu Met His Asn Leu Gly Lys His Leu Asn Ser 

35 40 45 

Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 
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Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gin 
65 70 75 80 

Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys 
85 90 95 

Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala 
100 105 110 

Lys Ser Gin 
115 

<210> 16 

<211> 1156 

<212> DNA 

<213> Homo sapiens 

<400> 16 



aagcttctcg 


tgaaaaccaa 


cccaattagt 


tagtattgca 


ttctgtgtac 


tatagtttgg 


60 


aatattaaaa 


atattttaaa 


atacctccat 


tttgcttatc 


cttttagtga 


agatgatacc 


120 


tgcaaaagac 


atggctaaag 


ttatgattgt 


catgttggca 


atttgttttc 


ttacaaaatc 


180 


ggatgggaaa 


tctgttaagt 


aagtactgtt 


ttgccttgga 


attggatttt 


taatgttgac 


240 


tttatcattt 


cgaagtgggg 


agctaatggg 


aagtggccct 


ctctgtttct 


cttcttccca 


300 


ggaagagatc 


tgtgagtgaa 


atacagctta 


tgcataacct 


gggaaaacat 


ctgaactcga 


360 


tggagagagt 


agaatggctg 


cgtaagaagc 


tgcaggatgt 


gcacaatttt 


gttgcccttg 


420 


gagctcctct 


agctcccaga 


gatgctggtt 


cccagaggcc 


ccgaaaaaag 


gaagacaatg 


480 


tcttggttga 


gagccatgaa 


aaaagtcttg gagaggcaga 


caaagctgat 


gtgaatgtat 


540 


taactaaagc 


taaatcccag 


tgaaaatgaa 


aacagatatt 


gtcagagttc 


tgctctagac 


600 


agtgtagggc 


aacaatacat 


gctgctaatt 


caaagctcta 


ttaagatttc 


caagtgccaa 


660 


tatttctgat 


ataacaaact 


acatgtaatc 


catcactagc 


catgataact 


gcaattttaa 


720 


ttgattattc 


tgattccact 


tttattcatt 


tgagttattt 


taattatctt 


ttctattgtt 


780 


tattcttttt 


aaagtatgtt 


attgcataat 


ttataaaaga 


ataaaattgc 


acttttaaac 


840 


ctctcttcta 


ccttaaaatg 


taaaacaaaa 


atgtaatgat 


cataagtcta 


aataaatgaa 


900 


gtatttctca 


ctcattgcaa 


gtatatcttt 


ttggttatca 


ctgataccca 


catgtttaca 


960 


ttgatcatga 


ctaggtagaa 


caatacaaag 


tattttttta 


gtcatgtgtt 


tcacatttgg 


1020 


atattttgaa 


catcaacgtt 


ttagtattac 


caaagtatta 


ggtttccaaa 


tcttcactag 


1080 


ctcaatiactg 


ttgtcctttt 


ggtttcagga 


aaggaaataa 


aatgctcagc 


aaaaaaaggg 


1140 


ggcataaaag 


tggacc 










1156 



<210> 17 

<211> 526 

<212> DNA 

<213> Homo sapiens 
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gattcattaa tccacataga atttttctcg atggtataat tctgtatttg ttaaaagtct 60 

ttgcataagc cccttgtcaa gccaaatgct gttttccttt tagtatccaa ttatctgaaa 120 

cttaagaaga gtgtgcaccg cccaatgggt gtgtgtatgt gctgctttga acctatagtt 180 

gagatccaga gaattgggag tgacatcatc tgtaacaata aaagagcctc tcttggtaag 240 

cagaagacct atatataaaa gtcaccattt aaggggtctg cagtccaatt catcagttgt 3 00 

ctttagttta ctcagcatca gctactaaca tacctgaacg aagatcttgt tctaagacat 360 

tgtatggtaa gtaaacttaa aaattcactt ctgaatctca tgagattttg ataatcaagt 420 

tattatttaa tgtgtaccat ttctacaaat accatgttgt ttcttcaagg taaaatgcta 480 

agaagtttga gttatgttta atataaaatg ccacatacaa aaataa 526 

<210> 18 

<211> 115 

<212> PRT 

<213> Mus mus cuius 

<400> 18 

Met Met Ser Ala Asn Thr Val Ala Lys Val Met lie lie Met Leu Ala 
1 5 10 15 

Val Cys Leu Leu Thr Gin Thr Asp Gly Lys Pro Val Arg Lys Arg Ala 
20 25 30 

Val Ser Glu lie Gin Leu Met His Asn Leu Gly Lys His Leu Ala Ser 
35 40 45 

Met Glu Arg Met Gin Trp Leu Arg Arg Lys Leu Gin Asp Met His Asn 
50 55 60 

Phe Val Ser Leu Gly Val Gin Met Ala Ala Arg Asp Gly Ser His Gin 
65 70 75 80 

Lys Pro Thr Lys Lys Glu Glu Asn Val Leu Val Asp Gly Asn Pro Lys 
85 90 95 

Ser Leu Gly Glu Gly Asp Lys Ala Asp Val Asp Val Leu Val Lys Ser 
100 105 110 

Lys Ser Gin 
115 

<210> 19 

<211> 714 

<212> DNA 

<213> Mus mus cuius 

<400> 19 

ctgcatatga aactcagact tgaagaactg cagtccagtt catcagctgt ctggtttact 60 
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ccagcttact 


acagcatcag tttgtgcatc cccgaaggat cccctttgag agtcattgta 


120 


tgtaaagatg 


atgtctgcaa acaccgtggc taaagtgatg atcatcatgc tggcagtctg 


180 


tcttcttacc 


caaacggatg ggaaacccgt gaggaagaga gctgtcagtg aaatacagct 


240 


tatgcacaac 


ctgggcaaac acctggcctc catggagagg atgcaatggc tgagaaggaa 


300 


gctgcaagat 


atgcacaatt ttgttagtct tggagtccaa atggctgcca gagatggcag 


360 


tcaccagaag 


cccaccaaga aggaggaaaa tgtccttgtt gatggcaatc caaaaagtct 


420 


tggtgaggga 


gacaaagctg atgtggatgt attagttaaa tcaaaatctc agtaaatgct 


480 


gatttattct 


agacagtgca gggcactgac atatgctgct accttttcaa gcttatgaag 


540 


atcaccaagt 


gctaatactt ctactgtaat gaaactttgg aatttttttg attacatttt 


600 


tgctcattta 


aggtctcttt caatgattcc atttcaatat gctcttcttt ttaaagtact 


660 


actcdtttcc 


acttctctcc ttaaatataa ataaagcttt aatgctcatg aatc 


714 


<210> 20 






<211> 5198 




<212> DNA 






<213> Homo sapiens 




<400> 20 


tacaatatag tgtttatacc taataatact gcattgtgaa cttcaaaatt 


60 


agatctgcta 


taagaaggta 


ggtctcatgt tgtgttcttc taaacgacaa ggaaactttg agaagtgctg 


120 


gctatgtcta 


ttaccttaat tgtggtgatg gtatcacagg gataacatgt atgtccaaac 


180 


tcatcacatt 


gtacacatta aatatgaaca gttctttgta tatcaattga acctcagtaa 


240 


atttgttttt 


tttttttaaa aagggagtag aaattatcca atctgttcac aaaacatgga 


300 


attagagaga 


tgtagctgga tttttcagcc ctggaagctt gttgatgtca aattcccaaa 


360 


gctgtactaa 


ttcctattga gcaaacagaa ggaaaaagta tccgtcttaa cttaaacctt 


420 


ccataaggga 


acagggcaca acacatggta ttttgtcctt cccaaatgtg aggaatacat 


480 


tagattgttt 


gaccctagct tcagtacttt agaatgctaa gaaaagctga cgttttcaaa 


540 


gcaaaaagct 


gtgctcagct cttctctgtc acggtgtcat cagtctcttg tgcccacata 


600 


tcccctaacc 


ctgtcctcct aagtgatttc cttctatcta atacctgcag gtccagaacg 


660 


tgatggttca 


gataaactat atatcaagtc ttggcagcta tattactgct ttgtgggaag 


720 


gtcaagtagt 


cctttgaaaa atttgaagga cacaacaata ttactcatgc acacatttag 


780 


agtttagaga 


ggactgcaag acaaaactcc ttggcattca cacaataatc ttccaaaatt 


840 


gtacccaaat 


cttacttctt tggagtcatc atccatttcc ccattttccc tctccatcca 


900 


caagcatata 


ctcaatattc agtctttttt tttttttttt ttgagacagg gtctcactct 


960 


gtcgcccagg 


ctggagtaca gtggcatgat cagagttcac tgcagcctcc atcttccagg 


1020 


ttjtgggtgat 


cctcccatct cagcctcctg agtatctgag actacaggtg tgcaccacca 


XUOU 


catcctgctg 


attttttttt taacttttag gagagatgag gtcttgctat gttgcccagg 


1140 


ctggtctcaa 


actcctaaac tcaagcaatc cccttgcctt ggcctcccaa agtgctgaga 


1200 
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ttacaagtgt 


gagccactgc 


gtctattcag 


tcttcattgc 


ctgcatgcct 


gtgcgcatgc 


1260 


agttccctct 


gtcctttctt 


accttctctg 


atggaaaaca 


caatcacctg 


tcaggacagt 


1320 


tcagcttttc 


agtaaaacag 


cttccaacaa 


ctttagggaa 


attgtcactt 


cctcttctgt 


1380 


gcttttataa 


gtctttgttc 


ataaccctat 


tataatacct 


atcacattat 


attataatta 


1440 


tgtgttaaat 


ttcaaggcat 


tgattatgtc 


tcaattatcc 


agtgattaat 


acagcccctg 


1500 


gcagatagta 


ttcaacgcat 


ttttttgagt 


gaacaaatga 


gtgaccactg 


tctgaactat 


1560 


ttgctttatt 


tttctgtaaa 


actagtttaa 


taatgtggtt 


gccttggtat 


gacaatttat 


1620 


tctataaata 


agtgtaagag 


aaagaagaac 


aagaaagtga 


taattgcatc 


actcctagaa 


1680 


ggctgtcaat 


tacattaaac 


ttacccaaag 


cgggaaaaat 


ctccaaatca 


gaatattaag 


1740 


catggcttta 


taataacaat 


gcaaaaaatg 


tgtttataaa 


accatttgtg 


tatgcagaag 


1800 


attgaaactg 


gacctgttcc 


cttacactat 


atacaaaaat 


taactcaaga 


tggattaaag 


1860 


atccgaaact 


ataaaaaccc 


tggaagacaa 


cattggcaat 


actgttatag 


acataggaat 


1920 


gagcaaagat 


ttcatgaaga 


agatgccaaa 


agcaatggca 


atgaaagcaa 


aaattaacaa 


1980 


atgagatata 


attaaactaa 


agagcttctg 


cacagcaaaa 


gaaactatca 


acagagtaaa 


2040 


gagacaacct 


acagaatggg 


agaaaatttt 


tgcaaactat 


gcatctgaca 


aaggcctaat 


2100 


atccaacatc 


tataaattaa 


acaaatttac 


aagaaacaaa 


caaccccatt 


aaaaagtggg 


2160 


taaaggacat 


gaacagacat 


ttttcaaaat 


aagacataca 


tgtggccaac 


aagcgtatgg 


2220 


aaaaaagctc 


aacatcactg 


atcatcagag 


aaatgcaaat 


caaaaccata 


acgagccacc 


2280 


atctcacacc 


agtcagaatg 


gctgttatca 


aaaagccaaa 


aaataacagg 


tatgggtgag 


2340 


gttgtggaga 


aaaaggaaca 


tttatacact 


gttagtggga 


gtgtaaatta 


gttcaacaat 


2400 


tgtggaaaac 


agtgtggcga 


tccctcaaag 


actaaaagca 


aaactacaat 


ttgatccagc 


2460 


aatcccatta 


ctgggtatat 


actcaaagga 


atataaatca 


ttctataata 


aagacatatg 


2520 


catgcgtatg 


ttcattatag 


cactattcac 


aatagcaaag 


acatgcaatc 


aacctaaatg 


2580 


cccaacagtg 


gtagactgga 


taaagaatac 


gtggtgccta 


cataccatgg 


aatactaggc 


2640 


agccataaaa 


aagaacaaga 


tggagctaga 


ggccactatc 


cttagcaaac 


taacatagga 


2700 


acagaaaacc 


aaatatctca 


tggtctcact 


tataattggg 


agctaaaaga 


tgagaacaca 


2760 


tggacacaaa 


gaagggaacc 


acacacactg 


gggcttactg 


aaggatggag 


agtggaagga 


2820 


ggcggaggat 


caggaaaaat 


aactaatggg 


cactaggctt 


aatacctggg 


tcatgatata 


2880 


attagtacaa 


taaacctcca 


cgacatgagt 


ttacctatat 


aacaggcctg 


tacatgtacc 


2940 


cctgaactta 


aaagttaaaa 


aataaaaatc 


cattagtggc 


tgggtgtggt 


ggctcatgcc 


3000 


tgtaatccca 


gcactttggg 


agcgagaggt 


gggaggactg 


cttgagccaa 


ggacagcctg 


3060 


ggcaatttag 


tacactctgc 


ctccacaaaa 


atttaaaaat 


tagctggttg 


tggtgctgtg 


3120 


tgcctatagc 


ccccactact 


cagaaggctg 


aggtggaagg 


actgcttgag 


ccccgaaagt 


3180 


tgaggctgcc 


atgtccatac 


cactgcacca 


ctccagtctg 


agtgacagag 


tgagatccta 


3240 
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tctcaaagaa 


aaaagaaaaa 


ccatctgtat ttccaattct tcttctcaac 


agagtatagc 


3300 


agaaaaatga 


cacacaaaca 


tcacatgtag agtttgcatc agaagaggtc 


tttaaaaaga 


3360 


tcaagacaac 


agatttttac 


agttaaaaga gacctcttgg ttatctagtt 


caactttctt 


3420 


ctatgtatga 


atctctatag tatgcctgat aaatgctcat ctaccttcta 


cttgaatatt 


3480 


ctcagtgatg 


gagaaatcac 


tatttgagaa ggtacttgat tccttatttt 


gacaattata 


3540 


atgtccaagt 


taaacccaat 


gaacccagcc cttccttctt aaaccacaga 


gaatactcct 


3600 


tcttccttat 


ggtaacccta 


taaataatta aacacagcta taaagtcatc 


ccgtcttttt 


3660 


ttcctcagac 


ttttctagtt 


tcattcaact acttctcatg ttatagtttt 


caacattttc 


3720 


accaaactga 


ttgatatcct 


cagtgtatgt tcccatttgt ttctactgct 


tctaaaatgg 


3780 


agcctggagc aacactctaa gtgaggttaa cccagagtgg agaatctcct 


aggacaggac 


3840 


tagtatatat 


ctctcattat 


aaactccata cggttactat tcaaatttgt 


actggctctt 


3900 


acctaaggta 


gagtcaaacc 


ttgacaatgg ctagtaggaa aaaggatgac 


atgaagccag 


3960 


gatgggacca 


gagctgagag 


aactgatccc actctggcac cggatctttg 


gtgggaaggc 


4020 


aaagctgtct 


aaaggagtcc 


tagatatatc aaagacattc agggtgtttt 


gacaggtgga 


4080 


ccaggcaaat 


attgctggag gaatatttga agtcagacat gtggcagcat 


catgcctcca 


4140 


ataggttttg 


gagcaggctc 


tcatcatccc ttagggaaca tgagaataaa 


gacctaaccc 


4200 


ctaggggaaa 


atgttgcaaa 


gagcttttgc tgtgttttca gatgactttg 


caaattaaag 


4260 


tcaagaagac 


tggagttcaa 


agaagggctg tatttctagg cagaaactga 


ggtagtaaga 


4320 


atctggtgtc 


ataaagacct 


ttgttgaatt ccatcttttc tgctttccaa 


gcctaagttt 


4380 


cctcatgtaa 


aaatggggat 


aagcacttaa ctttagtact ttaagtacta 


actttaaagg 


4440 


actgctgtga agatctagtg ggataatata tgtagttagg catgcagtta 


gtgcttatca 


4500 


aatgttatta ttatagatta agatgcacaa ataaaatata agttaaataa 


attttaaaat 


4560 


aatttcactt 


ttgaagcttt 


taaagtaatt atgtactaag agcattttct 


caaattattc 


4620 


ttaacacttc 


ctttaagaaa 


agggctatat ctgttttttg aaagatgacc 


agaagtgaca 


4680 


tggattggtt 


gaaaatggct 


tgtaaagtaa gcctaacatt tatgatttat 


taccataaaa 


4740 


actgtaccaa 


cagtacggtt 


ataacaaata cacttatttt tggattttat 


tttcaagtaa 


4800 


gataatgact 


ttatcataaa 


cctttgaaat cagtcttttt acagtataaa 


ttcagattca 


4860 


ttaatccaca 


tagaattttt 


ctcgatggta taattctgta tttgttaaaa 


gtctttgcat 


4920 


aagccccttg 


tcaagccaaa 


tgctgttttc cttttagtat ccaattatct 


gaaacttaag 


4980 


aagagtgtgc 


accgcccaat gggtgtgtgt atgtgctgct ttgaacctat 


agttgagatc 


5040 


cagagaattg 


ggagtgacat 


cat:ctgtaac aataaaagag cctctcttgg 


taagcagaag 


5100 


acctatatat 


aaaagtcacc 


atttaagggg tctgcagtcc aattcatcag 


ttgtctttag 


5160 


tttactcagc 


atcagctact 


aacatacctg aacgaaga 




5198 
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<210> 21 

<211> 84 

<212> PRT 

<213> Homo sapiens 

<400> 21 

Met Ala Cys Leu Ala Gly Arg Cys Leu Gly Leu Thr Phe Phe Glu Lys 
15 10 15 

Cys Trp Leu Val Pro Ala Pro Gly Lys Pro Gly Val Gly Gly Gly Ser 
20 25 30 

Val Leu Thr Arg Gly Ala Pro Gly lie Gin Asp Ala Ser Arg Gly Leu 
35 40 45 

Trp Leu Pro Val Leu Met Lys Asp Ser Ala Ser Ala Ser Thr Leu Gly 
50 55 60 

Thr Gly Ser Trp Val Ala Lys Pro Ser Gin Arg Lys Asp Trp Ala Gin 
65 70 75 80 

Leu Arg Leu Ser 



<210> 22 

<211> 1675 

<212> DNA 

<213> Homo sapiens 

<400> 22 

atctgcacgc tttctgcgag gcctcagaac ttcccagggc ccctccctca aattgtctcc 60 

atgggaaact tgacccagtg gcaagttgca ctttggtgat cttggtggtc tacacacccg 120 

ttctgtggag agtcgattta cataagctgt gtatacacac acacacacac acacacacac 180 

ccctacccca cactgactgt ctaccgacaa agaccctatt tcctggcaaa cggcctcctg 240 

aaccctgact ttttgtgtac atacttgtaa acacggattt ttctgggttt tggtttgctt 300 

tttccttttt tccccctgcc cctgttctag cttgttcttc ttggtttgct ttcaacctgc 360 

ttgatggatg tctgcagagt gctctctaag agtccacctc agtgcctcgt gtgctcagtg 420 

gtcatgggaa aggagcgaag gaaccatcct tggttctccc agcttggttg tgtagcaatc 480 

cctcagcatt gtttttctca gcttcttggc aaaaattaaa acaacaacaa caacaacaac 540 

aacaacaaca aacagaagga taaactggct tgcctgtgga ccctccctgg ctctggggcc 600 

agtcgagagc cactgaggga cccagcactc agagacacaa cacacatgtg tagctgcttc 660 

tggctgagtg tgtttcctgt caccaatggc ctgtttggct ggacgatgcc tcggcttgac 720 

cttttttgaa aagtgctggt tagttcccgc ccctggtaaa cctggggtag gtgggggttc 780 

tgtcttaact cgaggggcac ctgggatcca ggacgcttct agggggctct ggctgcccgt 840 

gttaatgaag gacagcgctt ccgcgagcac cctgggaact gggtcttggg tagcaaagcc 900 

ctcccagaga aaagattggg cacaactaag gctttcctga gcaggaaggg ggtgaagacc 960 
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aatcccttcc 


tttggtcctt 


tggtacgcac 


cccctcagag 


ctgagatgga 


agacatggct 


1020 


agttcttttc 


agccttgtgg 


agcctgtcag 


tcgccatcat 


acctcgagtg 


aggcccagct 


1080 


agataatgac 


ttgtccaaga 


tggcacacgt 


ggaaagttga 


tctgcaccag 


aacccggatg 


1140 


actgtcacct 


tgaagcatcc 


tgttctcctfc 


ctgtgctgtc 


ccaggaagtg 


tctggcgggc 


1200 


gtgggcagca 


cagctctaca 


ctgtacgatt 


cactagggca tcctgcgagc 


ctcactagcG 


1260 


ttctggttca 


tgcctttgac 


aagcattttt 


gtgccccctc 


tgcttactgt 


gacagtcgat 


1320 


gatgaatctt 


gcgttgccat 


tttctgctgt 


gggtaactgc 


gtgcagtgtc 


ttgccttgct 


1380 


ttctcttctt 


actgtcccac 


agcttggttt 


catgttacaa 


acagaaaagc 


tcgaggctcG 


1440 


caccccgcca 


catcccaact 


tcatttcccc 


ctcactgtag 


cccatttcca 


ccccaccaca 


1500 


aagttgccac 


aggttttctt 


tgtatagaat 


atttattttg 


aagctctatt 


ttaatagtat 


1560 


ttattttaga 


aagtctacta 


ttgtaagagt 


tcttctgttt 


gtgaagaaaa 


aaacaagtta 


1620 


aaaactgaat 


gtactgattt 


agaaaatata 


tataaatata 


tattgttaaa 


tatac 


1675 



<210> 23 

<211> 115 

<212> PRT 

<213> Felis catus 

<400> 23 

Met Met Ser Ala Lys Asp Met Val Lys Val Met Val Val Met Phe Ala 
1 5 10 .15 



lie Cys Phe Leu Ala Lys Ser Asp Gly Lys Pro Val Lys Lys Arg Ser 
20 25 30 

Val Ser Glu lie Gin Phe Met His Asn Leu Gly Lys His Leu Ser Ser 
35 40 45 

Val Glu Arg Val Glu Trp Leu Arg Arg Lys Leu Gin Asp Val His Asn 
50 55 60 

Phe Val Ala Leu Gly Ala Pro lie Ala His Arg Asp Gly Gly Ser Gin 
65 70 75 80 

Arg Pro Arg Lys Lys Glu Asp Asn Val Pro Ala Glu Asn His Gin Lys 
85 90 95 

Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asp Val Leu lie Lys Ala 
100 105 110 

Lys Ser Gin 
115 



<210> 24 
<211> 737 
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737 



<212> DNA 

<213> Pelis catus 

<400> 24 ^ 
gcacgaggaa agtatcagct gtcaagacac ctgaaagatc ttgtcacaac cttgtgtgtg 60 

aagatgatgt ctgcgaaaga catggttaag gtcatggttg tcatgtttgc aatttgcttt 120 

cttgcaaaat cggatgggaa acctgttaag aagaggtctg tgagtgaaat acagtttatg 180 

cataacctgg gcaagcatct gagctccgtg gagagggtag aatggctgcg gaggaaacta 240 

caggatgtac acaactttgt cgccctcgga gctccaatag ctcacagaga tggtggttcc 3 00 

cagaggcccc gaaaaaagga agacaatgtc ccggctgaga accatcaaaa aagtcttgga 360 

gaagcagaca aagctgatgt ggatgtgtta atcaaagcta aatcccagtg aagacagagc 420 

agagcactgc tatacacagg atagggcaac aaaattacat gctgctaaca ttctcaagct 480 

ttgaagatca ccaaatgcca atatttacgt ctaatccatg gctagccacg atagctgaaa 540 

ttctaattga ttgttttgat tctactttta ttcatgtaag gcctctttta attattccat 600 

ttctgttgtt tattcttttt aaagtatgtt attgcataat ttataaaaga ataaaattgc 660 

actttgtaac ctctctccca tcgtacactg caaaataaaa atttaatgat cataatttta 720 

aaaaaaaaaa aaaaaaa 

<210> 25 
<211> 115 
<212> PRT 

<213> Rattus norvegicus 
<400> 25 

Met Met Ser Ala Ser Thr Met Ala Lys Val Met He Leu Met Leu Ala 
15 10 15 

Val Cys Leu Leu Thr Gin Ala Asp Gly Lys Pro Val Lys Lys Arg Ala 
20 25 30 

Val Ser Glu He Gin Leu Met His Asn Leu Gly Lys His Leu Ala Ser 
35 40 45 

Val Glu Arg Met Gin Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 

Phe Val Ser Leu Gly Val Gin Met Ala Ala Arg Glu Gly Ser Tyr Gin 
65 70 75 80 

Arg Pro Thr Lys Lys Glu Glu Asn Val Leu Val Asp Gly Asn Ser Lys 
85 90 95 

Ser Leu Gly Glu Gly Asp Lys Ala Asp Val Asp Val Leu Val Lys Ala 
100 105 110 

Lys Ser Gin 
115 
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<210> 26 
<211> 704 
<212> DNA 

<213> Rattus norvegicus 

ctgcatatga aactcaggct tgaagaactg cagtccagtt catcagctgt ctggcttact 60 

ccagcttaat acagggtcac tcctgaagga tcctctctga gagtcattgt atgtgaagat 12 0 

gatgtctgca agcaccatgg ctaaggtgat gatcctcatg ctggcagttt gtctccttac 180 

ccaggcagat gggaaacccg ttaagaagag agctgtcagt gaaatacagc ttatgcacaa 240 

cctgggcaaa cacctggcct ctgtggagag gatgcaatgg ctgagaaaaa agctgcaaga 300 

tgtacacaat tttgttagtc ttggagtcca aatggctgcc agagaaggca gttaccagag 360 

gcccaccaag aaggaggaaa atgtccttgt tgatggcaat tcaaaaagtc ttggcgaggg 420 

ggacaaagct gatgtggatg tattagttaa ggctaaatct cagtaaatgc tgacgtattc 480 

tagaccgtgc tgagcaataa catatgctgc tatcctttca agctccacga agatcaccaa 540 

gtgctaattc ttctactgta ataaaagttt gaaatttgat tccacttttg ctcatttaag 600 

gtctcttcca atgattccat ttcaatataf tcttcttttt aaagtattac acatttccac 660 

ttctctcctt aaatataaat aaagtttaat gatcatgaac caaa 704 

<210> 27 
<2ll> 115 
<212> PRT 

<213> Macaca fascicularis 
<400> 27 

Met lie Pro Ala Lys Asp Met Ala Lys Val Met lie Val Met Leu Ala 
15 10 15 



lie Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser 
20 25 30 

Val Ser Glu He Gin Leu Met His Asn Leu Gly Lys His Leu Asn Ser 
35 40 45 

Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 

Phe He Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gin 
65 70 75 80 

Atq Pro Arg Lys Lys Glu Asp Asn He Leu Val Glu Ser His Glu Lys 
^85 90 95 

Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asp Val Leu Thr Lys Ala 
100 105 110 
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Lys Ser Gin 
115 

<210> 28 
<211> 606 
<212> DNA 

<213> Macaca fascicular! s 
<400> 28 

tcgtgaaaac caacccaatt agttagtatt gcattctgtg tactiatagtt: ttgaatatta 60 

aaagtatttt aaaatacctc cattttgcct ttccttttag tgaagatgat acctgcaaaa 120 

gacatggcta aagtaatgat tgtcatgttg gcaatttgct ttcttacaaa atcagatggg 180 

aaatctgtta agtaagtact gttttgcctt ggaattggat ttttaatgtt gactttatca 240 

ttttgaagtg gggagctaat gggaagtggc cctctctgtt tctcttcttc ccaggaagag 300 

atctgtgagt gaaatacagc ttatgcataa cctgggaaaa catctgaact cgatggagag 360 

agtagaatgg ctgcgtaaga agctgcagga tgtgcacaat tttattgccc ttggagctcc 420 

tctagctccc agagatgctg gttcccagag gccccgaaaa aaggaagaca atatcttggt 480 

agagagccat gaaaaaagtc ttggagaggc agacaaagct gatgtggatg tattaactaa 540 

agctaaatcc caatgaaaat gaaaatagat atggtcagag ttctgctcta gacagtgtag 600 

ggcaac 606 

<210> 29 

<211> 552 

<212> DNA 

<213> Mus musculus 

<400> 29 

aaaatataaa ctcagtatta tcgattatgt caaaaatttc taggtggaca cttagtattt 60 

gctacatctt cttttgcact ttctttgtca gaaccctgct caattttcat ctactatcta 120 

gttatctgaa actttagagg agtgggcacc accccatgag ggtatgtggc tgttctgatc 180 

ctgtgattga gagccagaga accaggagtg acatcatcct taacaataaa atactcctct 240 

tggtgagcaa aaagcctgca tatgaaactc agacttgaag aactgcagtc cagttcatca 300 

gctgtctggt ttactccagc ttactacagc atcagtttgt gcatccccga aggatcccct 360 

ttgagagtca ttgtatggta aggaacctct caactgccct ttttaaattc tgtgaggttt 420 

agaaaattga gctagttttt ttaatacata ccatctccta ccaatatcat gccattttta 480 

aaaaaattga aatgttaaag gaaggtgaat tttgctaaac agaaaaatgt agaggtaaaa 540 

tacatttatg gt 552 

<210> 30 

<211> 115 

<212> PRT 

<213> Mus musculus 

<400> 30 
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Met Met Ser Ala Asn Thr Val Ala Lys Val Met lie lie Met Leu Ala 
15 10 15 

Val Cys Leu Leu Thr Gin Thr Asp Gly Lys Pro Val Arg Lys Arg Ala 
20 25 30 

Val Ser Glu lie Gin Leu Met His Asn Leu Gly Lys His Leu Ala Ser 
35 40 45 

Met Glu Arg Met Gin Trp Leu Arg Arg Lys Leu Gin Asp Met His Asn 
50 55 60 

Phe Val Ser Leu Gly Val Gin Met Ala Ala Arg Asp Gly Ser His Gin 
65 70 ^ 75 80 

Lys Pro Thr Lys Lys Glu Glu Asn Val Leu Val Asp Gly Asn Pro Lys 
85 90 95 

Ser Leu Gly Glu Gly Asp Lys Ala Asp Val Asp Val Leu Val Lys Ser 



Lys Ser Gin 
115 

<210> 31 

<211> 1045 

<212> DNA 

<213> Mus musculus 

<400> 31 

gctaatcatt gcttgctttg gtggctatgg ataacaacta ctgaggctgt atttacaata 60 

ctttagaaca ctgacagtat cttaaaatat ctcaaggttg tttcttcttt tagtaaagat 12 0 

gatgtctgca aacaccgtgg ctaaagtgat gatcatcatg ctggcagtct gtcttcttac 180 

ccaaacggat gggaaacccg tgaggtaagt gctgcagccc attgtgcaca gggaagtgtg 240 

gactcgaggc tttgtagtgg gttttaacgt tgtgggcatg gggagctaat ggaacggtcc 300 

gctctttctc ttctttctag gaagagagct gtcagtgaaa tacagcttat gcacaacctg 360 

ggcaaacacc tggcctccat ggagaggatg caatggctga gaaggaagct gcaagatatg 420 

cacaattttg ttagtcttgg agtccaaatg gctgccagag atggcagtca ccagaagccc 480 

accaagaagg aggaaaatgt ccttgttgat ggcaatccaa aaagtcttgg tgagggagac 540 

aaagctgatg tggatgtatt agttaaatca aaatctcagt aaatgctgat ttattctaga 600 

cagtgcaggg cactgacata tgctgctacc ttttcaagct tatgaagatc accaagtgct 660 

aatacttcta ctgtaatgaa actttggaat ttttttgatt acatttttgc tcatttaagg 720 

tctctttcaa tgattccatt tcaatatgct cttcttttta aagtactact catttccact 780 

tctctcctta aatataaata aagctttaat gctcatgaat caagtaagca gtgtttcttg 840 

ttaaaacttt gtctcagttg gagggttggc tcagaagtta aaattgcaaa ctgtagggct 900 
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ggagagatgg ttcagcggtt aagagcactg accgctcttc cagaggtcct gagtttaatt 960 
cccagcaacc acatggtggc tcacaatcat ctgtaatggg atctgatgcc ctcttctggt 1020 
gtgtctgaag acagcaacag tgtac 1045 

<210> 32 

<211> 100 

<212> DNA 

<213> Homo sapiens 

<400> 32 

aaaaatctcc aaatcagaat attaagcatg gctttataat aacaatgcaa aaaatgtgtt 60 
tataaaacca tttgtgtatg cagaagattg aaactgggac 100 

<210> 33 

<211> 115 

<212> PRT 

<213> Sus scrofa 

<400> 33 

Met Met Ser Ala Lys Asp Thr Val Lys Val Met Val Val Met Leu Ala 
1 5 10 . 15 

lie Cys Phe Leu Ala Arg Ser Asp Gly Lys Pro lie Lys Lys Arg Ser 
20 25 30 

Val Ser Glu lie Gin Leu Met His Asn Leu Gly Lys His Leu Ser Ser 
35 40 45 

Leu Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 - 

Phe Val Ala Leu Gly Ala Ser lie Val His Arg Asp Gly Gly Ser Gin 
65 70 75 80 

Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Gin Lys 
85 90 95 

Ser Leu Gly Glu Ala Asp Lys Ala Ala Val Asp Val Leu He Lys Ala 
100 105 110 

Lys Pro Gin 
115 

<210> 34 

<211> 698 

<212> DNA 

<213> Sus scrofa 

<400> 34 

aattcatcag ccttctcggg tttactcaac tttgagaaag catcagctgc taacacacct 60 

gaaagaagat cgtgtcctaa gacgttgtgt gtgaagatga tgtctgcaaa agacacagtt 120 

aaagtaatgg ttgtcatgct tgcaatttgt tttcttgcaa gatcagatgg gaagcctatt 180 
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aagaagagat: 


ctgtgagtga 


aatacagctt 


atgcataacc 


tgggcaaaca 


cctgagctct 


240 


ctggagagag 


tggaatggct 


gcgaaagaag 


ctgcaggatg 


tgcacaactt 


tgttgccctc 


300 


ggagcttcta 


tagttcacag 


agatggtggt 


tcccagagac 


cccgaaaaaa ggaagacaat 


360 


gtcctggttg 


agagccatca 


aaaaagtctc 


ggagaagcag 


ataaagctgc 


tgtggatgta 


420 


ttaattaaag 


ctaaacccca 


gtgaaaacac 


atatgatcag 


agagcactgc 


tctagacagc 


480 


ataaggcaaa 


caatatttca 


tgctgctaat 


gttttcaatc 


tctattaaga 


ttaagtgcca 


540 


atatttctaa 


tattactaaa 


cttgatgggt 


aatcattgct 


agccatgatt 


gctgaaattt 


600 


taattgatca 


ttttgattct 


acttttactc 


atttaagagc 


ttcttttaac 


aattctattt 


660 


ctattgattc 


taaataaatg 


aagtatttct 


tccttgtt 






698 



<210> 35 

<211> 102 

<212> PRT 

<213> Bos taurus 

<400> 35 

Met lie His Tyr Asn Pro His Asn Asn Cys Ala Asn Val Met Ala Val 
15 10 15 

Arg Asn lie Leu lie Phe Asn Phe Thr Phe Lys Tyr Asn Lys Met Met 
20 25 30 

Trp Trp Trp Phe Ser Ala Lys Ser Cys Pro Thr Leu Val Thr Pro Trp 
35 40 45 

Thr Val Ala Ala Ser Ser Ser Val His Gly Phe Phe Arg Ala Arg He 
50 55 60 

Leu Glu Trp Val Ala He Ser Phe Ser Gly Glu Ser Ser Gin Ser Arg 
65 70 75 80 

Asn Gin Thr Gin Val Ser Cys He Ala Gly Glu He Leu Tyr Gin Leu 
85 90 95 

Ser Tyr Glu Arg Ser Leu 
100 

<210> 36 
<211> 641 
<212> DNA 
<213> Bos taurus 

<400> 36 

gttactgctt ttcagtgttt ttattgaaaa ctaaaattaa aaatataagg taaatgaatt 60 

ttaaaatagt tttacttttg aagcccttta aaattatgta cagagagcca tattctcaaa 120 

atatttttaa cacttccttt aagaaaagca ctatatatat ttttttggaa caagatcagg 180 

aatgatacag actggtccaa tatggcttgt aaagtaagca taatgtaata tgattcatta 240 
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taatcctcat 


aataattgtg 


ccaatgttat ggctgtaaga 


aatatactta 


ttttcaattt 


300 


cactttcaaa 


tacaataaga 


tgatgtggtg gtggtttagt 


gctaagtcgt 


gtccaactct 


360 


tgtgacccca 


tggactgtag 


ctgccagctc ctctgttcat ggattcttca 


gggcaagaat 


420 






ccttctctgg ggagtcttcc 


caauccagga 


atcaaaccca 


480 


ggtctcctgc 


attgcaggcg 


agattcttta ccaactgagc 


tatgagagaa 


gcctgtgata 


540 


agatgatgac 


ttagccataa 


atttttgaaa tctgaccttt 


ttaaaaaaat 


tttgttgctg 


600 


ttgctcagtt 


gctaattcat 


gtccaaccgc tttacactgc 


a 




641 


<210> 37 
<211> 296 
<212> DNA 
<213> Bos 


taurus 










<400> 37 
atactccctt 


ttcttcttat 


tacctcaacc ccattcacat 


atcaggctta 


gatttcttag 


60 


agaagtatca 


tgctggaatt 


tcttttttcc agaaggataa 


aggataaata 


attctagaac 


120 


ttgacagttg 


tcattaaagt 


aacaaccagg tgaattaaat 


aaccccttga 


tagctcagtt 


180 


ggtatagaat 


caccttcaat 


gcaggagacc ctggttcaat 


tcctgggttg 


ggacgatcca 


240 


ctggataagg 


gataggctac 


ccactccagt attcttggac 


tttccttgtg 


tctcag 


296 



<210> 38 

<211> 115 

<212> PRT 

<213> Homo sapiens 

<400> 38 

Met lie Pro Ala Lys Asp Met Ala Lys Val Met lie Val Met Leu Ala 
15 10 15 

He Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Axg Ser 
20 25 30 

Val Ser Glu He Gin Leu Met His Asn Leu Gly Lys His Leu Asn Ser 
35 40 45 

Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 

Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gin 
65 70 75 80 

Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys 
85 90 95 

Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala 
100 105 110 
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Lys Ser Gin 
115 



<210> 39 

<211> 772 

<212> DNA 

<213> Homo sapiens 












<400> 39 

^ csf' ^ i* 1~ i" a crt" 
L« ^ L« ^ I- U> CL^ u> 


+- +- i3 i~ /-* Z3 /^r^a 
L- L. d ^ L. w cl^ U> A 


tcagctacta 


acatacctga 


acgaagatct 


tgttctaaga 


60 


L^ct L. L.CI L> 




cctgcaaaag 


acatggctaa 


agttatgatt 


gtcatgttgg 


120 


r« a a t- i- i- dt- 1- 1- 


L-\^ L. 0.0.0.0. 


tcggatggga 


aatctgttaa 


gaagagatct 


gtgagtgaaa 


180 


C>Cl^u«Cl^ ^ L> d L« 


etc* a ^ a a rr 
^ (^d i.«cto,wv.< 


ggaaaacatc 


tgaactcgat 


ggagagagta 


gaatggctgc 


240 




gcaggatgug 


cacaattttg 


ttgcccttgg 


agctcctcta 


gctcccagag 


300 


atgctggttc 


ccagaggccc 


cgaaaaaagg 


aagacaatgt 


cttggttgag 


agccatgaaa 


360 


aaagtcttgg 


agaggcagac 


aaagctgatg tgaatgtatt 


aactaaagct 


aaatcccagt 


420 


gaaaatgaaa 


acagatattg 


tcagagttct 


gctctagaca 


at Cft aacrcrc a 




480 


ctgctaattc 


aaagctctat 


taagatttcc 


aagtgccaat 


atttctgata 


taacaaacta 


540 


catgtaatcc 


atcactagcc 


atgataactg 


caattttaat 


tgattattct 


gattccactt 


600 


ttattcattt 


gagttatttt 


aattatcttt 


tctattgttt 


attcttttta 


aagtatgtta 


660 


ttgcataatt 


tataaaagaa 


taaaattcga 


cttttaaacc 


tctcttctac 


cttaaaatgt 


720 


aaaacaaaaa 


tgtaatgatc 


ataagtctaa 


ataaatgaag 


tatttctcac 


tc 


772 



<210> 40 
<211> 115 
<212> PRT 

<213> Rattus norvegicus 
<400> 40 

Met Met Ser Ala Ser Thr Met Ala Lys Val Met lie Leu Met Leu Ala 
15 10 15 



Val Cys Leu Leu Thr Gin Ala Asp Gly Lys Pro Val Lys Lys Arg Ala 
20 25 30 

Val Ser Glu lie Gin Leu Met His Asn Leu Gly Lys His Leu Ala Ser 
35 40 45 

Val Glu Arg Met Gin Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 

Phe Val Ser Leu Gly Val Gin Met Ala Ala Arg Glu Gly Ser Tyr Gin 
65 70 75 80 

Arg Pro Thr Lys Lys Glu Glu Asn Val Leu Val Asp Gly Asn Ser Lys 
85 90 95 
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Ser Leu Gly Glu Gly Asp Lys Ala Asp Val Asp Val Leu Val Lys Ala 
100 105 110 

Lys Ser Gin 
115 

<210> 41 
<211> 704 
<212> DNA 

<213> Rattus norvegicus 

ctgcatatga aactcaggct tgaagaactg cagtccagtt catcagctgt ctggcttact 60 

ccagcttaat acagggtcac tcctgaagga tcctctctga gagtcattgt atgtgaagat 120 

gatgtctgca agcaccatgg ctaaggtgat gatcctcatg ctggcagttt gtctccttac 180 

ccaggcagat gggaaacccg ttaagaagag agctgtcagt gaaatacagc ttatgcacaa 240 

cctgggcaaa cacctggcct ctgtggagag gatgcaatgg ctgagaaaaa agctgcaaga 300 

tgtacacaat tttgttagtc ttggagtcca aatggctgcc agagaaggca gttaccagag 3 60 

gcccaccaag aaggaggaaa atgtccttgt tgatggcaat tcaaaaagtc ttggcgaggg 420 

ggacaaagct gatgtggatg tattagttaa ggctaaatct cagtaaatgc tgacgtattc 480 

tagaccgtgc tgagcaataa catatgctgc tatcctttca agctccacga agatcaccaa 540 

gtgctaattc ttctactgta ataaaagttt gaaatttgat tccacttttg ctcatttaag 600 

gtctcttcca atgattccat ttcaatatat tcttcttttt aaagtattac acatttccac 660 

ttctctcctt aaatataaat aaagtttaat gatcatgaac caaa 704 

<210> 42 
<211> 115 
<212> PRT 

<213> Rattus norvegicus 
<400> 42 

Met Met Ser Ala Ser Thr Met Ala Lye Val Met He Leu Met Leu Ala 
15 10 15 

Val Cys Leu Leu Thr Gin Ala Asp Gly Lys Pro Val Lys Lys Arg Ala 
20 25 30 

Val Ser Glu lie Gin Leu Met His Asn Leu Gly Lys His Leu Ala Ser 
35 40 45 

Val Glu Arg Met Gin Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 60 

Phe Val Ser Leu Gly Val Gin Met Ala Ala Arg Glu Gly Ser Tyr Gin 
65 70 75 80 
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Arg Pro Thr Lys Lys Glu Glu Asn Val Leu Val Asp Gly Asn Ser Lys 
85 90 95 

Ser Leu Gly Glu Gly Asp Lys Ala Asp Val Asp Val Leu Val Lys Ala 
100 105 110 

Lys Ser Gin 
115 

<210> 43 

<211> 973 

<212> DNA 

<213> Rattus norveglcus 



<400> 43 
gttctatact 


aaagtatctg 


tcctataaag 


atcccacaga 


cccatgaaaa 


gtggcatcag 


50 


ctaatgactg 


tttccttggg 


tggttatgaa 


taacagctac 


tgggactgtg 


tttacacact 


120 


ttagagcact 


gacagtgtct 


taaaatatct 


ctgtctctcc 


ttgtagtgaa 


gatgatgtct 


180 


gcaagcacca 


tggctaaggt 


gatgatcctc 


atgctggcag 


tttgtctcct 


tacccaggca 


240 


gatgggaaac 


ccgttaagta 


agtgctgcag 


cccgtcgtcc 


cagggaagtc 


ggacatgagg 


300 


ctctgtaggt 


tttaatgttg 


tgggcatggg 


gagctaatgg 


agtggtcctc 


tctttctgtt 


360 


ctctotagga 


agagagctgt 


cagtgaaata 


cagcttatgc 


acaacctggg 


caaacacctg 


420 


gcctctgtgg 


agaggatgca 


atggctgaga 


aaaaagctgc 


aagatgtaca 


caattttgtt 


480 


agtcttggag 


tccaaatggc 


tgccagagaa 


ggcagttacc 


agaggcccac 


caagaaggag 


540 


gaaaatgtcc 


ttgttgatgg 


caattcaaaa 


aat c t tcrorccf 


acrcraGfCf a c aa 




600 


gatgtattag 


ttaaggctaa 


atctcagtaa 


atcrctaacat 


attctacracc 




660 


ataacatatg 


ctgctatcct 


ttcaagctcc 


accraacratca 


ccacrfccrctaa 


ttcttctact 


720 


gtaataaaag 


tttgaaattt 


gattccactt 


ttactcttta 


aacftctcttc 


caatcrattdc 


780 


atttcaatat 


attcttcttt 


ttaaagtatt 


acacatttcc 


acttctctcc 


ttaaatataa 


840 


ataaagttta 


atgatcatga 


accaaataag 


cagtgtttct 


tacttgttaa 


aacttttgtc 


900 


tcagfcgttgg 


agggctggct 


cagaagttaa 


gagtgcatac 


tgcttcctca 


aatgacccga 


960 


gtttgcttct 


egg 










973 


<210> 44 
<211> 709 
<212> DNA 

<213> Rattus norveglcus 










<400> 44 

gaaagtgcag gcccagtggc 


aatgtcttta 


actttgcact 


catgaataga 


ggcaagtgga 


60 


tcttgagttt 


tgggtcagcc 


tgatctacat 


attgagttct 


aggccagcca 


gagttcatag 


120 


tgagacgcta tctcaaactg 


ttttaaatat 


aaaatcagta 


tcatggatta 


cgtcagattt 


180 


ttctaagtgg 


ttacttaagc 


atttgctgca 


acttcttttg 


cagattcttt 


gccagcacct 


240 


tgctcttttt 


gaatccatta 


tctaagtatc 


tgaaacttta 


gaggagtggg 


caccgcccga 


300 
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tgagggtagg tggctgttct gattcctatg attgagaacc agagaaccag gcatgacatc 360 

atccttccca at:aaaatact cctcttggtg agcaaaaggc ctgcatatga aactcaggct 420 

tgaagaactg cagtccagtt catcagctgt ctggcttact ccagcttaat acagggtcac 480 

tcctgaagga tcctctctga gagtcattgt atggtaagga atctctcaat tgccctttta 540 

aattccgtga gatttagaaa attgtgctag tttttaatac ataccatttt ctatcaatat 600 

gtgccatttt ttaaaattgg aaggtagggg tgaatttgcc aaaatggaag gatatggcaa 660 

taaaataatt tagggtagga aattcggact catctatgta tatggttaa 709 

<210> 45 

<211> 523 

<212> DNA 

<213> Gallus gallus 
<220> 

<221> misc_feature 

<222> (426) . . (430) 

<223> n is a, c, g, or t 

<220> 

<221> mis c_f e atur e 

<222> (438) . . (443) 

<223> n is a, c, g, or t 

<220> 

<221> mis cofeature 

<222> (449) . . (451) 

<223> n is a, c, g, or t 

<220> 

< 2 2 1 > mis c_f ea tur e 

<222> (492) . . (494) 

<223> n is a, c, g, or t 

<400> 45 



gctaacagag 


gaactgcgac 


gaacaacggt 


ttaagccccg gaggatatga 


tgttcacgaa 


60 


actctttcag 


cagtggagtt 


tcgcggtgtt 


tcttctgagt tattctgtgc 


cctcctacgg 


120 


aagatcagta 


gaggggatca 


gccgcagact 


caaacgggcc gtatcagagc 


accagctact 


180 


gcatgacaag 


ggcaaatcaa 


tccaagactt 


acgaagaagg atattccttc 


aaaatttaat 


240 


tgaaggtgtc 


aacactgcag 


aaatccgtgc 


aacttcagag gtctcaccta 


accctaagcc 


300 


tgctaccaac 


acaaagaact 


accctgtccg 


ttttggcagt gaagatgagg gcagatacct 


360 


aactcaggag 


acaaacaaat 


cacagaccta 


caaggaacag cccctgaagg tatcagggaa 


420 


gaaaazinxum 


gcaaagcnnn nnnaacgtzin 


ngaacaagag aagaaaaaga 


ggcgagctcg 


480 


ctcagcttgg 


cnnnattctg gcatgcatat 


catacagtta ctg 




523 


<210> 46 
<211> 175 
<212> PRT 
<213> Mus 


musculus 











<400> 46 
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Met Leu Arg Arg Leu Val Gin Gin Trp Ser Val Leu Val Phe Leu Leu 
15 10 15 

Ser Tyr Ser Val Pro Ser Arg Gly Arg Ser Val Glu Gly Leu Gly Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser He Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu He 
50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ala Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 

Lys Pro Gly Lys Arg Arg Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Pro Ser Thr Ala Ala Ser Gly Leu Leu Glu Asp Pro Leu 
145 150 155 160 

Pro His Thr Ser Arg Thr Ser Leu Glu Pro Ser Leu Arg Thr His 
165 170 175 

<210> 47 

<211> 1592 

<212> DNA 

<213> Mus mus cuius 

<400> 47 



cgccggcccg 


ctcacccctg 


cctgctccgc 


cggcgcgcgt 


tcctcgggcg 


ccacctcttt 


60 


gcgactcgct 


cacttctcag 


caggttggcc 


ccggagcgtg 


tgaaccttcc 


agggctgggc 


120 


tcacagctac 


tctccaacct 


gcgccgcccc 


agctgggccg 


ctccgccccg 


ctgccggaac 


180 


ccgccctcgc 


gccacctggc 


ctcgcatcca 


cgacacgcgc 


gcctgcaact 


tgttcaaggg 


240 


cgttgtggaa 


tcaactttcc 


ggaagcaacc 


agcccaccga 


aggagggtgc 


acccagaggc 


300 


ccggtgcgca 


ggacagctga 


ctcctgagga 


acacccgcgt 


ttgaagaggg 


gtttgacctg 


360 


ccccacgacc 


cagagtgctg 


ccgccaagac 


taattagaca 


ttgctatggg 


agccacagca 


420 


acgcgccacg 


catccccgac 


gcctatgtaa 


aacgcccggt 


tttcgctctt 


ctttcagagg 


480 


aagctctctg 


attgcttttt 


cccctctcgg gtcccttttt 


gcctgtgcgg 


tttgagagag 


540 
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gcgcagttag 


aggcgctgat 


tcctacacaa 


gtccccagag 


ccagcgagcg 


gcacgatgct 


600 


gcggaggctg 


gttcagcagt 


ggagtgtcct 


ggtattcctg 


ctcagctact 


ccgtgccctc 


660 


ccgcgggcgt 


tcggtggagg 


ggcttggccg 


caggctcaaa 


cgcgctgtgt 


ctgaacatca 


720 


gctactgcat 


gacaagggca 


agtccatcca 


agacttgcgc 


cgccgtttct 


tcctccacca 


780 


tctgatcgcg 


gagatccaca 


cagccgaaat 


cagagctacc 


tcggaggtgt 


cccccaactc 


840 


caaacctgct 


cccaacacca 


aaaaccaccc 


cgtgcggttt 


gggtcagacg 


atgagggcag 


900 


atacctaact 


caggaaacca 


acaaggtgga 


gacgtacaaa 


gaacagccac 


tcaagacacc 


960 


cgggaagaag 


aagaaaggca 


agcctgggaa 


acgcagagaa 


caggagaaaa 


agaagcgaag 


1020 


gactcggtct 


gcctggccaa 


gcacagctgc 


gagtggcctg 


cttgaggacc 


ccctgcccca 


1080 


cacctccagg 


acctcgctgg 


agcccagctt 


aaggacgcat 


tgaaattttc 


atcgaagatc 


1140 


ttccaaggac 


acgttacagg 


attttgtaat 


agtaaacata 


tggaaagtat 


tagacatatt 


1200 


tattgcctgt 


acatactgta 


aatgcattgg 


gatcaaactg 


tctccccagg 


aaactgcaca 


1260 


tgggtcatgt 


gaatattttt 


cccttttgcc 


aaggctaatc 


caattattcc 


tgtcactgtt 


1320 


accataattt 


attttgtcaa 


ctgatgtatt 


tatttgtaaa 


tgtatcttgg 


tgctgctgac 


1380 


tctgtttttt 


tgtaacataa 


tgcactttag 


gtatacatat 


cgagtatgtg 


gatgaattta 


1440 


acacataaaa 


ggatctctat 


tttgtggttc 


attttaatga 


gttctgaaat 


ataattatct 


1500 


agactgattt 


ccttctgtgc 


atgtaaaaat 


ggcagtattt 


taaatttgtt 


aaataatgtc 


1560 


taataaaata 


taatctaatt 


ataccatgac 


tc 






1592 


<210> 48 

<211> 242 

<212> DNA 

<213> Fells catus 












<400> 48 
aatctttagc 


aaagacattc 


agaggacgta 


ttacaggatt 


ctgtaatagt 


gaacatatgg 


60 


aaagtattag 


aaatatttat 


tgtctgtaaa 


tactgtaaat 


gcattggaat 


aaaactgtct 


120 


tcccattgct 


ctatgaaact 


gcacattggt 


cattgtgaat 


atttttttgc 


caaggctaat 


180 


ccaattatta 


ttatcacatt 


taccataatt 


tattttgtca 


actgatgtat 


ttattttgta 


240 


aa 












242 


<210> 49 

<211> 351 

<212> DNA 

<213> Fells catus 












<400> 49 
atggcttctg 


tgccccattg 


w ^ ^ k> U- ^ y 




uy yy y i-y uy 


taaccrtccct 


60 


tccactgtgg 


cttggacaaa 


cctagaatgt 


cctccctttc 


tgtccttcta 


tcaattgctc 


120 


cacaatttca 


aagcttaatg 


aaagcaagat 


ggctcagaat 


attgtctgct 


ttcatacagt 


180 


gtcctcctat 


gccctctata 


cacaccagca 


ttgaataacc 


cgtttctctt 


cctccaccat 


240 
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cacaccccaa cgccaatcct ttactcctcc actaaagaat ttcttttttt cgtcaggctt 300 
cagaagctag ggaccacctt catcatttgc tggaggagtg tatttattcc c 351 

<210> 50 

<211> 94 

<212> PRT 

<213> Felis catus 

<400> 50 

Leu Leu Ser Tyr Ser Val Pro Ser Cys Gly Arg Ser Val Glu Glu Leu 
15 10 15 

Gly Arg Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp 
20 25 30 

Lys Gly Lys Ser He Gin Asp Leu Arg Arg Arg Phe Phe Leu His His 
35 40 45 

Leu He Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val 
50 55 60 

Ser Pro Asn Ser Lys Pro Ala Pro Asn Thr Lys Asn His Pro Val Arg 
65 70 75 80 

Phe Gly Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr 
85 90 

<210> 51 

<211> 282 

<212> DNA 

<213> Pelis catus 

<400> 51 

ctgctgagct actcggtgcc ctcctgcggg cgctcggtgg aggaactcgg ccgccggctc 60 

aaaagagctg tgtctgaaca tcagctcctt catgacaagg ggaaatctat ccaagactta 120 

cgacgacgat tcttccttca ccacctgatt gcagaaatcc acacagctga aatcagagct 180 

acctcggagg tttcccccaa ctccaagcct gctcccaaca caaagaacca cccagtccga 240 

tttgggtctg acgatgaagg cagataccta actcaggaaa cc 282 

<210> 52 
<211> 202 
<212> PRT 

<213> Oryctolagus cuni cuius 
<400> 52 

Met Gin Arg Arg Leu Val Gin Gin Trp Ser Val Ala Val Phe Leu Leu 
15 10 15 

Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg 
20 25 30 
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Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu lie 
50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ser Pro Asn Tlar Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 

Lys Pro Gly Lys Arg Lys Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Leu Asp Ser Gly Val Thr Gly Ser Gly Leu Glu Gly Asp 
145 150 155 160 

His Leu Ser Asp Thr Phe Thr Thr Ser Leu Gly Ala Arg Phe Thr Tyr 
165 170 175 

Ser Thr Ser Val Gly Phe Glu Lys Lys Lys Gly Lys Gin Gin Lys Asn 
180 185 190 

Thr Ser Tyr Ala Thr Asn Asp Leu He He 
195 200 

<210> 53 
<211> 650 
<212> DNA 

<213> Oryctolagus cuniculus 
<400> 53 

cttaagctta tgcagcggag actggttcag cagtggagcg tcgcggtgtt cctgctgagc 60 

tacgcggtgc cctcctgcgg gcgctcggtg gagggtctca gccgccgcct caaaagagct 120 

gtgtctgaac atcagctcct ccatgacaag gggaagtcca tccaagattt acggcgacga 180 

ttcttccttc accatctgat cgcagaaatc cacacagctg aaatcagagc tacctcggag 240 

gtgtccccta actccaagcc ctctcccaac acaaagaacc accccgtccg atttgggtct 3 00 

gatgatgagg gcagatacct aactcaggaa actaacaagg tggagacgta caaagagcag 360 

ccgctcaaga cacctgggaa gaaaaagaaa ggcaagcccg ggaaacgcaa ggagcaggaa 420 

aagaaaaaac ggcgaactcg ctctgcctgg ttagactctg gagtgactgg gagtgggcta 480 

gaaggggacc acctgtctga caccttcaca acgtcgcttg gagctcgatt cacgtacagc 540 
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acttctgtgg ggtttgaaaa aaaaaaagga aaacaacaga agaacacatc atatgcaact 600 
aatgatctca ttatttaaga gttccctgtt acttctttag tctagaccca 650 

<210> 54 

<211> 175 

<212> PRT 

<213> Mus mus cuius 

<400> 54 

Met Leu Arg Arg Leu Val Gin Gin Trp Ser Val Leu Val Phe Leu Leu 
15 10 15 

Ser Tyr Ser Val Pro Ser Arg Gly Arg Ser Val Glu Gly Leu Gly Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu lie 
50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ala Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 

Lys Pro Gly Lys Arg Arg Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Pro Ser Thr Ala Ala Ser Gly Leu Leu Glu Asp Pro Leu 
145 150 155 160 

Pro His Thr Ser Arg Pro Ser Leu Glu Pro Ser. Leu Arg Thr His 
165 170 175 

<210> 55 

<211> 572 

<212> DNA 

<213> Mus musculus 

<400> 55 ^ ^ 

ccagagccag cgagcggcac gatgctgcgg aggctggttc agcagtggag tgtcctggta 60 

ttcctgctca gctactccgt gccctcccgc gggcgttcgg tggaggggct tggccgcagg 120 

ctcaaacgcg ctgtgtctga acatcagcta ctgcatgaca agggcaagtc catccaagac 180 

ttgcgccgcc gtttcttcct ccaccatctg atcgcggaga tccacacagc cgaaatcaga 240 
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gctacctcgg 


aggtgtcccc 


caactccaaa 


cctgctccca 


acaccaaaaa 


ccaccccgtg 


300 


cggtttgggt 


cagacgatga 


gggcagatac 


ctaactcagg 


aaaccaacaa 


ggtggagacg 


360 


tacaaagaac 


agccactcaa 


gacacccggg 


aagaagaaga 


aaggcaagcc 


tgggaaacgc 


420 


agagaacagg 


agaaaaagaa 


gcgaaggact 


cggtctgcct 


ggccaagcac 


agctgcgagt 


480 


ggcctgcttg 


aggaccccct 


gccccacacc 


tccaggccct 


cgctggagcc 


cagcttaagg 


540 


acgcattgaa 


attttcatcg 


aagatcttcc 


aa 






572 



<210> 56 

<211> 162 

<212> PRT 

<213> Sparus aurata 

<400> 56 

Met Cys Ser He Val He Leu His His Trp Ser Leu Ala Val Phe Leu 
1 5 10 15 . 

Leu Cys Ser Pro Val Thr Leu Asp Gly Lys Pro Val Asp Ala Leu Gly 
20 25 30 

Ser Arg Thr Arg Arg Ser Val Ser His Ala Gin Leu Met His Asp Lys 
35 40 45 

Gly Arg Ser Leu Gin Glu Phe Lys Arg Arg Met Trp Leu His Glu Leu 
50 55 60 

Leu Glu Glu Val His Thr Ala Asp Asp Arg Pro Val Gin Ser Arg Thr 
65 70 75 80 



Gin Ser Gin Thr Phe Ser Gly Asn Ala Leu His Glu Lys Pro Pro Gly 
85 90 95 

Ala Thr Lys Asn He Pro Asp Arg Phe Arg Leu Asp Arg Glu Gly Pro 
100 105 110 

Asn Leu Pro Gin Glu Thr Asn Lys Ala Leu Ala Tyr Lys Asp Gin Pro 
115 120 125 

Leu Lys Val Ala Thr Lys Arg Lys Lys Lys Val Arg Leu Gly Arg Arg 
130 135 140 

Arg Glu Ser Asp Lys Lys Arg Arg Arg Ala Arg Ser Val Thr Thr Lys 
145 150 155 160 

Glu Gin 



<210> 57 
<211> 1787 
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<212> DNA 



<213> Sparus aurata 










<400> 57 






tccagctctc 




60 


gcttctagtg 


ctggactgaa 


caaccctctc agctctgctc 


gccaccagag 


aagatgcttc 


atcgttactc 


ttcatgagat tactgcactg 


agcggagtgg 


cagatctgca 


120 


agcggatggg 


ctgctgctgc 


tctttccatc tttatctctc 


ttttaattgg 


gacgctgggg 


180 


agaaataaat 


agctcagcac 


acactgttgg gaggcaaatg 


aatggaacag 


actgacgggg 


240 


gatttcccca 


ggctgccttc 


acaccaatgg acctggaaac 


aagttttgag 


ctggccaaag 


300 


tttatttggc 


agaataatgt 


ttcttgtcgt tttgtaaatt 


tgtttttgca 


acaagatcat 


360 


cttttaagag cttgcagact gatattttct aggactttca cagtaaacat 


acataccata 


420 


tcttaggctc 


aaggatgtgc 


tctatagtaa ttcttcatca 


ttggagtctg 


gcggtgttct 


480 


tgctgtgctc 


cccagtgact 


cttgatggga aaccagttga 


tgcacttggt 


agcagaacga 


540 


ggaggtcagt 


gagccacgcc 


cagctgatgc atgacaaggg 


tcgctcctta 


caagagttca 


600 


agcgtcgtat gtggctgcac gagctgctcg aggaggtgca cacagccgat gatcgacctg 


660 


tgcagagcag 


aacccagagc 


caaacattca gtggcaatgc 


cctgcacgag 


aagcccccag 


720 


gggccaccaa 


gaacatccct gacaggttca ggctggacag agaaggtcct aacctgcccc 


780 


SLggsLgaccaa 


caaggctctg 


gcttataagg accaaccact 


taaagtggcc 


acaaagagga 


840 


aaaaaaaggt 


gaggttaggc 


cgacgtagag agagcgacaa gaagaggagg 


cgggcacggt 


900 


ctgttacaac 


aaaggaacaa 


tgaatgatgc agtaccacag 


caaagagact: 


ctgaacagac 


960 


tttaaatggt 


actgcgctga 


gacactgaca aaggttcaac 


cagactggga 


tctgacagac 


1020 


tcgatccatc 


actgactcag 


ttgcttcaca tcacgggccc 


aggattgtgc 


ttgtataata 


1080 


tttcgctgtt 


tgtattttca 


atctcatagt tcctgaagtt 


ttgtgaatta 


tcatcataac 


1140 


atcttcttca 


gttcatattt 


atttggaaaa tctgaagacc 


tctgtaatcc 


tgatttacat 


1200 


cttaacaatt 


ccatgtgttg 


tcatctctaa ccaaccgtgt 


gatcaagtag 


atcataggag 


1260 


gaactattta 


tttcctgaat 


aatgtcatta tgtcaacttc 


atgaacttgg gaggcttagt 


1320 


ggtctacttt 


tgttggctcc 


atttgtgtta actatcttgg 


acttacagtt 


acatacaaac 


1380 


tgttcaatga 


atacatctgt 


tgcatctttt tcataattta 


tttcactttg 


aaagtgtgta 


1440 


tttattttgt 


gaatgtatct 


tggtgctgct gactaaattc 


cgtaatgcac 


tttagttata 


1500 


tcctgtacat 


gttcttttgt 


ggttgagttt tgatttgatg 


tttctttttg 


atggtcctgc 


1560 


tttcctttcc 


caccctagat 


tcctaatgga cttgtaactt 


attggatgct 


tcatcaaacc 


1620 


cactctcacc 


gttttacatt 


atagtttatt tttatagaac 


aagaccgaga 


caggggctct 


1680 


cagactcata .taatgttctt 


cacttgcact gagcgcatac 


tgttcatgtt 


tccagttaat 


1740 


caaccattaa 


aagtgtagtc 


attagaaaca aaaaaaaaaa 


aaaaaaa 




1787 



<210> 58 
<211> 177 
<212> PRT 
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<213> Oryctolagus cuni cuius 
<400> 58 

Met Leu Arg Arg Leu Val Gin Gin Trp Ser Val Ala Val Phe Leu Leu 
15 10 15 

ser Tyr Ser Val Pro Ser Cys Gly Arg Ser Val Glu Gly Pro Gly Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu He 
50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ala Ala Asn Thr Lys Asn His Ala Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Pro Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
lis 120 125 

Lys Pro Gly Lys Arg Lys Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 



Ser Ala Trp Pro Leu Ser Ala Gly Ala Gly Ser Gly Leu Ala Gly Asp 
145 150 155 160 

His Leu Ser Asp He Ser Glu Pro Glu Pro Glu Leu Asp Ser Arg Arg 
165 170 175 



His 



<210> '59 
<211> 534 
<212> DNA 

<213> Oryctolagus cuniculus 

<400> 59 ^ X. *: 

atgctgcgga ggctggttca gcagtggagc gtggccgtgt tcctgctgag ctactccgtg 60 

ccctcctgcg ggcgctcggt ggaggggcca ggccgccgcc tcaagagagc cgtgtccgaa 120 

caccaactcc tccatgacaa gggcaagtcc atccaagacc tccggcgccg cttcttcctg 180 

caccacctga tagccgaaat ccacaccgcc gagatcagag ctacctccga ggtctccccc 240 

aactccaagc ccgccgccaa caccaagaac cacgcggtgc gcttcgggtc ggacgatgag 300 
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ggcaggtacc tcactcagga aaccaacaag gtggagccct acaaggagca gcccctcaag 360 

acgcctggca agaaaaagaa aggcaagccc gggaagcgca aggagcagga gaagaagaag 420 

cggcgaactc gctccgcctg gccgctgtca gcgggcgcgg gcagtgggct cgcgggcgac 480 

cacctgtctg acatctccga gccggagccc gagctcgatt cacggaggca ttga 534 

<210> 60 
<211> 163 
<212> PRT 

<213> Takifugu rxibripes 
<400> 60 

Met Cys Ser Val Val Met Leu His Gin Trp Ser Leu Ala Val Phe Leu 
15 10 15. 

Leu Cys Ser Pro Val Thr Leu Asp Gly Lys Pro Val Asp Ala Val Ser 
20 25 30 

Ser Arg Met Arg Arg Ser Val Ser His Ala Gin Leu Met His Asp Lys 
35 40 45 

Gly Arg Ser Leu Gin Glu Phe Arg Arg Arg Met Trp Leu His Lys Leu 
50 55 60 

Leu Glu Glu Val His Thr Ala Asn Glu Glu Ala Pro Pro Val Gin Ser 
65 70 75 80 

Arg Thr Gin Thr Gin Thr Phe Ser Gly Asn Ser Leu His Glu Lys Pro 
85 90 95 

Pro Gly Ala Thr Lys Asn Leu Pro Asp Arg Phe Ser Leu Asp Arg Glu 
100 105 110 

Gly Thr Asn Leu Pro Gin Glu Thr Asn Lys Ala Leu Ala Tyr Lys Asp 
115 120 125 



Gin Pro Leu Lys Leu Ala- Thr Lys Arg Lys Lys Lys Ala Arg Leu Gly 
130 135 140 

Arg His Arg Glu Ala Asp Lys Lys Arg Arg Arg Ala Arg Ser Val Ala 
145 150 155 160 



Lys Glu Pro 



<210> 61 

<211> 2272 

<212> DNA 

<213> Takifugu rubripes 



<400> 61 

ccctcactgt gctccagtga aaacaccctc tcagctctga tctcccgccc ggggccacca 60 
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gagaagatgc ttcgccgttg ctctctgtga aatcacagcg agcagggctg ctgccaatgg 120 

gctgctgctg ctccttcctc ggtcgtctct ttttaacctg gactctcggg agaaataaat 180 

agcgcctcgc ttgctgttgg ^aggcaaatt aacggaacag agctacaggg gatttcccca 240 

ggctgcctgc acgccaatgg acctggaccc gggttttgaa ggggacaatt tgtttttggc 300 

aaaataatat tttttccccc ccgtttcgcc tcgacacgta tcaaatgtgc aacgagatca 360 

tctcgattta agggcttggg aagcagctct gaggaatttt cccgtacaaa ctcgcaccac 420 

gtaagtctga tttacttttg tactttaata aactgctccc tggtgtcatt aatgcagcct 480 

gggaggtccc acatatgcag ggaacgtctc atttccccag ctgcaaacac attaataagc 540 

cctaactatt cattcttaag ctccgttcga cagactgaag. tgacttctgt ctccttttct 600 

ccagaccgtg ggctgaagga tgtgctccgt agtcatgctt catcagtgga gcctggctgt 660 

cttcttgctc tgctcaccag tgactcttga tgggaaacca gtggacgcag tcagcagcag 720 

aatgtgagtt tgctaattac gttaattccc agtaatgcaa cgtggaactt caatgtgagc 780 

atttgtaaca ttttcccgcc gttttggact cggagagctc ggtttacctg tgatgactca 840 

gttcaggtac aagcagcctt cacagcttcg gcgctggcat tttcgtgttc agaaacatgt 900 

ttatgctgcc acctactgca ctgaagtctc ctggtgtgtg gccctcaaat taatctgaca 960 

tcatttataa aactgttcca cttataaagt caacactgta gagtactgtg aaggagaaac 102 0 

ccgtgggtgc caataaagtc tggcttcaga cgggttccag aggaacacga caggatgcga 108 0 

ctgatttatg acaggttctg ggaaatgcct gcgtctgctg tcacgttttt ctggattatg 1140 

tctcacagat ctctctgtct ttcgaccttg tgctttaagg cggaggtcgg tgagccacgc 1200 

ccagctgatg cacgacaagg gccgctccct gcaggagttc aggcgtcgca tgtggctcca 12 60 

caagctgctg gaagaggtcc acacggccaa cgaagaagcc ccacctgtgc agagcaggac 1320 

ccagacccaa accttcagcg ggaactccct gcacgagaag cccccggggg ccaccaagaa 1380 

cctccctgac aggttcagtt tggaccgaga gggcacgaac ctgccccagg agacgaacaa 1440 

ggctttggct tacaaagacc agccgcttaa actggccacc aagaggaaaa agaaggcgag 1500 

gttaggtcgg cacagagagg ctgacaagaa gcggaggcgg gcgcgctcgg tagcaaagga 1560 

gccttgaagg atgcgctgtt gccctggcaa agagactctc agtaaccttc ctatggtact 1620 

gcactaagac actgacacag gcccagccag actgggatct gagactctgc ccgacttcat 1680 

attacgatgc caaaatcctt ttgtatgata aaatgttgct atgcgtctat tttttatact 1740 

tcctggattt ccaggaacac gccatcttct tcttaggttc atatttattt ggcttcttta 1800 

accccgattc acacccaaac aaacaccatc tctacacagc cgccaagagg aactatttat 1860 

tctctgacat caaaattggg acgtcgactg gactcgcata cggttcactg aacacatccg 1920 

tcggcgctgt tccgccaata atttatttca ctttgaacgt gtgtatttat tttgtgaatg 1980 

tatcacagtg ctgctgacaa aattccattg tgcactttag gtatatccag aacatgttct 2040 

tatgtggtgg agttttagat ttcttttcga tgttctctct tctcaccaaa agcaaatgta 2100 
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acttatgggt cgcttccaca gacccactct cgccgtttga catgatagtt tatttttgca 2160 
ggacacgcca aagcagcggc tctcagcctc atttaaagtt cttcatttgc actgagggca 2220 
tactgtacat gtttccagtt aatccaacat taaaaatgta gccaatagaa ac 2272 

<210> 62 
<211> 249 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 62 

aattcatcga tatgcggtac ctgacccagg aaaccaacaa agttgaaacc tacaaagaac 60 
agccgctgaa aaccccgggt aaaaaaaaga aaggtaaacc gggtaaacgt aaagaacagg 120 
aaaaaaagaa acgtcgtacg cgttctgctt ggctggactc tggtgttacc ggatccggtc 180 
tggaaggtga ccacctgtct gacacctcta ccacaagcct ggaactggac tctcgtcgtc 240 
actaataag 249 

<210> 63 
<211> 207 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 63 

aattcatcga tatgctgctg cacgacaaag gtaaatctat ccaagatctg cgtcgccgtt 60 
tcttcctgca ccacctgatc gctgaaatcc acactgcaga aatccgtgct acctctgaag 120 
tttctccgaa ctctaaaccg tctccgaaca ccaaaaacca cccggttcgt ttcggttctg 180 
acgacgaagg tcggtacctg taataag 207 

<210> 64 
<211> 177 
<212> PRT 

<213> Canis familiaris 
<400> 64 

Met Leu Arg Arg Leu Val Gin Gin Trp Gly Val Ala Val Phe Leu Leu 
15 10 15 

Ser Tyr Ser Val Pro Ser Cys Gly Arg Ser Val Glu Glu Leu Gly Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu He 
50 55 60 
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Ala Glu lie His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 



Asn Ser Bys Pro Ala Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 



Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 



Lys Pro Gly Lys Arg Lys Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 



Ser Ala Trp Leu Asn Ser Gly Val Ala Glu Ser Gly Leu Glu Gly Asp 
145 150 155 160 



His Pro Tyr Asp He Ser Ala Thr Ser Leu Glu Leu Asn Leu Arg Arg 
165 170 175 



His 



<210> 65 

<211> 1166 

<212> DNA 

<213> Canis familiaris 

<400> 65 



cggcacgagg 


aagtttttca 


ttcatttaag 


acttcatttt 


actcttttga 


agcaaaaaaa 


60 


aaaaaattaa 


tttctggaag 


agactgctga 


gaagatcccc 


ttcgtttggc 


cagaagagaa 


120 


gagaggactg 


taaatcaagg 


aaaaggtccc 


gcgagcgaca ggggacgatg 


ctgcggaggc 


180 


tggttcagca 


gtggggcgtc 


gcggtgttcc 


tgctgagcta 


ctcggtgccc 


tcctgcgggc 


240 


gctcggtgga 


ggagctcggc 


cgccggctca 


aaagagctgt 


gtctgaacat 


cagctccttc 


300 


atgacaaggg 


gaaatctatc 


caagacttac 


ggcgacgatt 


cttccttcat 


cacctgattg 


360 


cagaaatcca 


cacagcagaa 


atcagagcta 


cctcggaggt 


ttcccccaac 


tccaagcctg 


420 


ctcccaacac 


aaagaaccac 


cccgtccgat 


ttgggtctga 


tgatgagggc 


agatacctaa 


480 


ctcaggaaac 


caacaaggtg 


gagacataca 


aggagcagcc 


actgaagaca 


cctggcaaga 


540 


aaaagaaagg 


caaacccgga 


aaacgcaagg 


agcaggaaaa 


aaagaaacgt 


cgaactcggt 


600 


ctgcctggct 


aaactctggc 


gtggctgaaa 


gtgggctaga 


aggcgaccac 


ccatatgaca 


660 


tctcagcgac 


atcgctggag 


ctcaatttac 


ggaggcattg 


aaatttttag 


caaagacctt 


720 


caaaggacgt 


attacaggat 


tctgtaatag 


tgaacatatg gaaagtatta 


gaaatattta 


780 


ttgtctgtaa 


atactgtaaa 


tgcattggaa 


taaaactgtc 


ttccccattg 

"t 


ctctatgaaa 


840 


ctgcacattg 


gtcattgtga 


atattttttt 


ttgccaaggc 


taatccaatt 


attattatca 


900 
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catttaccat 


aatttatttt 


gtcaactgat 


gtatttattt 


tgtaaatgta 


tcttggtgct 


960 


err' t" a ^ t" t" 

y \^ ^y ACL l» L. 


tcfcatttttt 




err* a c 1 1 1 acrcj 


tatacatafcc 


aacrtatciiitci 


1020 


ataaatgaca 


caataaagtg 


tctttatttt 


gtggttgatt 


ttaataatgc 


ctaaatataa 


1080 


ttatccaaac 


tgattttcct 


ctgtgcatgt 


aaaaatagca 


gtattttaaa 


tttgtaaaga 


1140 


atgtctaata 


aaatataatc 


taaatt 








1166 



<210> 66 

<211> 175 

<212> PRT 

<213> Mus musculus 

<400> 66 

Met Leu Arg Arg Leu Val Gin Gin Trp Ser Val Leu Val Phe Leu Leu 
1 5 10 15 

Ser Tyr Ser Val Pro Ser Arg Gly Arg Ser Val Glu Gly Leu Gly Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu lie 
50 55 60 

Ala Glu lie His Tlir Ala Glu lie Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ala Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 

Lys Pro Gly Lys Arg Arg Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Pro Ser Thr Ala Ala Ser Gly Leu Leu Glu Asp Pro Leu 
145 150 155 160 

Pro His Thr Ser Arg Thr Ser Leu Glu Pro Ser Leu Arg Thr His 
165 170 175 

<210> 67 

<211> 971 

<212> DNA 

<213> Mus musculus 

<400> 67 
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ggatcctgcc tgcctctttc acatctttat tgagtgttgt ccggtctgca agagagatta 60 

atctctttct tccccttcct tgtcttcaca ggacgcattg aaattttcat cgaagatctt 120 

ccaaggacac gttacaggat tttgtaatag taaacatatg gaaagtatta gacatattta 180 

ttgcctgtac atactgtaaa tgcattggga tcaaactgtc tccccaggaa actgcacatg 240 

ggtcatgtga atatttttcc cttttgccaa ggctaatcca attattcctg tcactgttac 300 

cataatttat tttgtcaact gatgtattta tttgtaaatg tatcttggtg ctgctgactc 360 

tgtttttttg taacataatg cactttaggt atacatatcg agtatgtgga tgaatttaac 420 

acataaaagg atctctattt tgtggttcat tttaatgagt tctgaaatat aattatctag 480 

actgatttcc ttctgtgcat gtaaaaatgg cagtatttta aatttgttaa ataatgtcta 540 

ataaaatata atctaattat accatgactc acaatgtgaa ttttattctt taaagtttct 600 

aatcagagaa acacaacaca atttttttta attctacttg aatataatcc taaacttaat 660 

atgtttatat gggccatcta ttccaatgtg tccacattag cttttagtta aaaaccactt 720 

aaaatgtatt ctgtccaata tttcagttca agtcaataaa atggctgaac agcctgaact 780 

tcaagttgaa ataatggcaa caaagggcaa aaataaataa gtagagaagt cagaagaaaa 840 

ggtcaaagag gttatccaga gttaaaacca gagggagagg tggacccaag actttgactc 900 

tgaataaatt ttgccaatat aaagtttagt ttgcaagggc ttgtctcatt cataacaata 960 

atgaaagatc t 971 

<210> 68 

<211> 175 

<212> PRT 

<213> Mus musculus 

<400> 68 

Met Leu Arg Arg Leu Val Gin Gin Trp Ser Val Leu Val Phe Leu Leu 



Ser Tyr Ser Val Pro Ser Arg Gly Arg Ser Val Glu Gly Leu Gly Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lye Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu lie 
50 55 60 

Ala Glu lie His Thr Ala Glu lie Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ala Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 
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Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 

Lys Pro Gly Lys Arg Arg Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Pro Ser Thr Ala Ala Ser Gly Leu Leu Glu Asp Pro Leu 
145 150 155 160 

Pro His Thr Ser Arg Thr Ser Leu Glu Pro Ser Leu Arg Thr His 
165 170 175 

<210> 69 

<211> 935 

<212> DNA 

<213> Mus musculus 

<400> 69 



cctaggtctc 


ccattcctiat 


cticccctccc 


tactctaaaa gccagctact tgccagttat 


60 


tccttcaagg aagccacggg 


aaggacctct 


gctgacaact 


tgtcttctcc 


cctaacagca 


120 


aacgcgctgt 


gtctgaacat 


cagctactgc 


atgacaaggg 


caagtccatc 


caagacttgc 


180 


gccgccgttt 


cttcctccac 


catctgatcg 


cggagatcca 


cacagccgaa 


atcagagcta 


240 


cctcggaggt 


gtcccccaac 


tccaaacctg 


ctcccaacac 


caaaaaccac 


cccgtgcggt 


300 


ttgggtcaga 


cgatgagggc 


agatacctaa 


ctcaggaaac 


caacaaggtg gagacgtaca 


360 


aagaacagcc 


actcaagaca 


cccgggaaga 


agaagaaagg 


caagcctggg 


aaacgcagag 


420 


aacaggagaa 


aaagaagcga 


aggactcggt 


ctgcctggcc 


aagcacagct 


gcgagtggcc 


480 


tgcttgagga 


ccccctgccc 


cacacctcca 


ggacctcgct 


ggagcccagc 


ttaaggtact 


540 


gttcactgtg 


ttcagcaggg 


ctcccctgcc 


tgcctctatc 


ttggtttcag 


agaccccgat 


600 


tttctgtatc 


ttgatctgtg 


atttaaaacc 


agtataggcc 


acaccagtcc 


tagtccttat 


660 


taccctgcta 


gacaatttaa 


tttccctaca 


tctctctccc 


caccaaccta 


cctacctacc 


720 


tacctacctt 


cctttcttcc 


tccctccctc 


cctccctccc 


tccctccctc 


ctttccttcc 


780 


ttccttccct 


cccccttcct 


tcttcacttc 


ctccccatcc 


tctctcctct 


cttcctccct 


840 


cctcccttca 


ctccctcctc 


cctccctcct 


cctccccttc 


ctatcttact 


cccacacaca 


900 


cagggtcttc 


ctcacagcca 


agactgactg 


agctc 






935 



<210> 70 

<211> 175 

<212> PRT 

<213> Mus musculus 

<400> 70 

Met Leu Arg Arg Leu Val Gin Gin Trp Ser Val Leu Val Phe Leu Leu 
15 10 15 
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Ser Tyr Ser Val Pro Ser Arg Gly Arg Ser Val Glu Gly Leu Gly Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser He Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu He 
50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ala Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 

Lys Pro Gly Lys Arg Arg Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Pro Ser Thr Ala Ala Ser Gly Leu Leu Glu Asp Pro Leu 
145 150 155 160 

Pro His Thr Ser Arg Thr Ser Leu Glu Pro Ser Leu Arg Thr His 



<210> 71 

<211> 1869 

<212> DNA 

<213> Mus musculus 

<400> 71 

aagctttaac tgctggcgag cagcaaggct taggggaggg gaggggtgag aagtcctagg 60 

agtacccacc ccagaagtct gtagagcatc acagcccagg tctgacaaag gtctttgagt 120 

gacactagcc tcctagagag tcagatgaaa ttttccagca gtattgtcta gaaggcaaac 180 

ttctttgagt ggttcccatg ttcatttcag cgtgatctag gacctggggg gaaactagta 240 

ttcacacaca cacacacaca cacacacaca cacacacaca cacacacacc tctagaccca 300 

caatcagtaa ctcacaactt tctcccccac cccccacccc cactccctgc ccagcagcac 360 

tgagaagctg aagcaaatgg gcactcagtg aatctttatc aggacatgag taggttatca 42 0 

gaagaaggtg agaaagaagg actctgcgca ttccaggtcg tctgtgatca caaagtgggt 480 

cttcttcctt gctcacacac ccggttctac cacctgctcc agacgtggat gtccccaacc 540 

cttcccaaac agtaagaccc aaaactgcct ttgctcttct gggtggctag gtttagtccc 600 

tccccaggag aaggccacac caggcaggaa tgcagtaatg cgagcttgca acccggggtt 660 
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cctccttgct gtttgtaggg acctggactc ctggacctgc cactcaggcg acagcaggcc 720 

ggttcaggag gaggagagcg tcagatcgcc cacgcgggcc aggactgggg tggggctccg 780 

tggctccggg ctcccctgtg ctccccgccc ccgccggccc gctcacccct gcctgctccg 840 

ccggcgcgcg ttcctcgggc gccacctctt tgcgactcgc tcacttctca gcaggttggc 900 

cccggagcgt gtgaaccttc cagggctggg ctcacagcta ctctccaacc tgcgccgccc 960 

cagctgggcc gctccgcccc gctgccggaa cccgccctcg cgccacctgg cctcgcatcc 1020 

acgacacgcg cgcctgcaac ttgttcaagg gcgttgtgga atcaactttc cggaagcaac 1080 

cagcccaccg aaggaggtag accgacagct atgtatatat acgcgctctg ccgcaagtgg 1140 

ctgtgcaccc agaggcccgg tgcgcaggac agctgactcc tgaggaacac ccgcgtttga 1200 

agaggggttt gacctgcccc acgacccaga gtgctgccgc caagactaat tagacattgc 1260 

tatgggagcc acagcaacgc gccacgcatc cccgacgcct atgtaaaacg cccggttttc 1320 

gctcttcttt cagaggaagc tctctgattg ctttttcccc tctcgggtcc ctttttgcct 1380 

gtgcggtttg agagaggcgc agttagaggc gctgattcct acacaagtaa gtgctcaggg 1440 

gctcggagac acttttttgc tttctttttc ttg'ttttctt ttttcctcct aacttgtgag 1500 

atgccctcga ctttggagtg gctgttggga agccacgggg ttccaaaaga gggagcgggg 1560 

cagtgcgagg aagagatgga gagccgggac tgaccctcgg gttccactct tgcaggtccc 1620 

cagagccagc gagcggcacg atgctgcgga ggctggttca gcagtggagt gtcctggtat 1680 

tcctgctcag ctactccgtg ccctcccgcg ggcgttcggt ggaggggctt ggccgcaggc 174 0 

tgtaagtacc ggtcttcctc ctggggtgag gggtggggaa gaccagcgcc agctgaggcg 18 0 0 

ggcgatgctg aggaagccat ggggtccctg atggtcccaa cctgagttgg acacagtcca 1860 

cggggtacc 1869 

<210> 72 

<211> 177 

<212> PRT 

<213> Homo sapiens 

<400> 72 

Met Gin Arg Arg Leu Val Gin Gin Trp Ser Val Ala Val Phe Leu Leu 



Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser He Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu He 
50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 
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Asn Ser Lys Pro Ser Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 

Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 

Lys Pro Gly Lys Arg Lys Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Leu Asp Ser Gly Val Thr Gly Ser Gly Leu Glu Gly Asp 
145 150 155 160 

His Leu Ser Asp Thr Ser Thr Thr Ser Leu Glu Leu Asp Ser Arg* Arg 
165 170 175 ^ 

His 



<210> 73 

<211> 1025 

<212> DNA 

<213> Homo sapiens 

<400> 73 



gtcccgagcg 


cgagcggaga 


cgatgcagcg 


gagactggtt 


cagcagtgga 


gcgtcgcggt 


60 


gttcctgctg 


agctacgcgg 


tgccctcctg 


cgggcgctcg gtggagggtc 


tcagccgccg 


120 


cctcaaaaga 


gctgtgtctg 


aacatcagct 


cctccatgac 


aaggggaagt 


ccatccaaga 


180 


tttacggcga 


cgattcttcc 


ttcaccatct 


gatcgcagaa 


atccacacag 


ctgaaatcag 


240 


agctacctcg 


gaggtgtccc 


ctaactccaa 


gccctctccc 


aacacaaaga 


accaccccgt 


300 


ccgatttggg 


tctgatgatg 


agggcagata 


cctaactcag 


gaaactaaca 


aggtggagac 


360 


gtacaaagag 


cagccgctca 


agacacctgg 


gaagaaaaag 


aaaggcaagc 


ccgggaaacg 


420 


caaggagcag 


gaaaagaaaa 


aacggcgaac 


tcgctctgcc 


tggttagact 


ctggagtgac 


480 


tgggagtggg 


ctagaagggg 


accacctgtc 


tgacacctcc 


acaacgtcgc 


tggagctcga 


540 


ttcacggagg 


cattgaaatt 


ttcagcagag 


accttccaag gacatattgc 


aggattctgt 


600 


aatagtgaac 


atatggaaag 


tattagaaat 


atttattgtc 


tgtaaatact 


gtaaatgcat 


660 


tggaataaaa 


ctgtctcccc 


cattgctcta 


tgaaactgca 


cattggtcat 


tgtgaatatt 


720 


tttttttttg 


ccaaggctaa 


tccaattatt 


attatcacat 


ttaccataat 


ttattttgtc 


780 


cattgatgta 


tttattttgt 


aaatgtatct 


tggtgctgct 


gaatttctat 


attttttgta 


840 


acataatgca 


ctttagatat 


acatatcaag 


tatgttgata 


aatgacacaa 


tgaagtgtct 


900 


ctattttgtg 


gttgatttta 


atgaatgcct 


aaatataatt 


atccaaattg 


attttccttc 


960 
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gtgcatgtaa aaataacagt attttaaatt tgtaaagaat gtctaataaa atataatcta 1020 
attac 1025 

<210> 74 , 
<211> 258 
<212> PRT 

<213> Leishmania major 
<400> 74 

Met Leu Val Ser Val Lys Pro Lys Pro Glu Val Ala Gly Thr Ala His 
15 10 15 

Val Pro Leu Gly Pro Thr Gly Thr Asn Val Arg Gly Ala Phe Pro lie 
20 25 30 

Thr Ala Ala Ser Arg Ser Ala His Ala Met Phe Pro Ser Thr Trp Tyr 
35 40 45 

Ser Ala Leu Lys Pro Lys Ala Ala Tyr Tyr Phe Ala Lys Pro Asp Thr 
50 55 60 

Ser Ser Trp Lys Leu Ser Asp Phe Glu Leu Lys Asn Thr Leu Gly Thr 
65 70 75 80 

Gly Ser Phe Gly Arg Val Arg lie Ala His Arg Lys Gly Thr Glu Glu 
85 90 95 

* 

Tyr Tyr Ala lie Lys Cys Leu Arg Lys Arg Glu lie lie Lys Met Lys 
100 105 110 

Gin Gin Gin His Val Ala Gin Glu Lys Gly lie Leu Met Glu Leu Cys 
115 120 125 

His Pro Phe lie Val Asn Met Met Cys Ser Phe Gin Asp Glu Lys Lys 
130 135 140 



Val Tyr Phe Leu Leu Glu Phe Val Met Gly Gly Glu Met Phe Thr His 
145 150 155 160 

Leu Arg Thr Ala Gly Arg Phe Pro Asn Asp Val Ala Lys Phe Tyr His 
165 170 175 

Ala Lys Leu Val Leu Ala Phe Glu Tyr Leu His Ser Leu Asp Val He 
180 185 190 

Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu Leu Asp Asn Lys Gly His 
195 200 205 

Val Lys Met Thr Asp Phe Gly Phe Ala Lys Lys Val Pro Asp Arg Thr 
210 215 220 
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Phe Thr Leu Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu Val lie Gin 
225 230 235 240 

Ser Lys Gly His Gly Lys Ala Val Asp Trp Trp Thr Met Gly Val Leu 
245 250 255 

Leu Tyr 

<210> 75 

<211> 838 

<212> DNA 

<213> Leishmania major 

<400> 75 





f'*c*cs^\~ csi~ ones 


y **y y ct L. t# cty 




gcugau ugca 


ccucacuggc 


o u 


gccatgctag 


tgagtgtgaa 


gccgaaacct 


gaggtggctg 


gcacagctca 


cgtacccctt 


120 


gggcccacgg 


ggacgaatgt 


gcgcggtgcg 


tttcccatca 


ccgctgcgtc 


cagatcggcg 


180 


catgctatgt 


ttcctagcac 


gtggtactcc 


gctttaaaac 


ccaaggccgc 


ttattacttc 


240 


gcaaagccag 


acacctccag 


ctggaaactc 


tcagatttcg 


aactgaagaa 


cacgctcggc 


300 


accggttcct 


tcggccgcgt 


gcgcatcgcc 


caccgcaagg 


gcacggagga 


gtactacgcg 


360 


atcaagtgcc 


tgagaaagcg 


cgagatcatc 


aagatgaagc 


agcagcagca 


cgttgcgcag 


420 


gaaaagggga 


tcctaatgga 


gctgtgtcac 


ccgttcatcg 


tgaacatgat 


gtgctccttc 


480 


caggacgaga 


agaaggtgta 


ctttctgctg 


gagtttgtca 


tgggcggcga 


gatgttcacg 


540 


cacctgcgca 


ctgccgggcg 


gttcccgaat 


gacgttgcga 


agttctacca 


cgcgaagctg 


600 


gtgcttgcgt 


tcgagtatct 


gcactcgctg 


gacgtgatct 


accgcgatct 


gaagccggag 


660 


aatctgctgc 


tggacaacaa 


ggggcatgtg 


aagatgacgg 


actttgggtt 


tgcgaagaag 


720 


gtgccggacc 


ggacgttcac 


gctgtgcggg 


acaccggagfc 


accttgcgcc 


ggaggtgatc 


780 


cagagcaagg 


gccacgggaa 


ggcggtggac 


tggtggacga 


tgggcgtgct 


gctgtacg 


838 



<210> 76 
<211> 381 
<212> PRT 

<213> Leishmania major 
<400> 76 

Met Leu Val Ser Val Lys Pro Lys Pro Glu Val Ala Gly Thr Ala His 
15 10 15 

Val Pro Leu (31y Pro Thr Gly Thr Asn Val Arg Gly Ala Phe Pro lie 
20 25 30 

Thr Ala Ala Ser Arg Ser Ala His Ala Met Phe Pro Ser Thr Trp Tyr 
35 40 45 
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Ser Ala Leu Lys Pro Lys Val Ala Cys Asn Phe Ala l4yB P;ro AB-p Thqr 
50 55 60 

Ser ser Trp Lys Leu Ser Asp Phe Glu Leu Lys Asn Thr Leu Gly Thr 
65 70 75 80 

Gly ser Phe Gly Arg Val Arg He Ala His Arg Lys Gly Thr Glu Glu 
85 90 95 

Tyr Tyr Ala He Lys Cys Leu Arg Lys Arg Glu He He Lys Met Lys 
100 105 110 

Gin Gin Gin His Val Ala Gin Glu Lys Gly He Leu Met Glu Leu Cys 
115 120 125 

His Pro Phe He Val Asn Met Met Cys Ser Phe Gin Asp Glu Lys Lys 
130 135 140 

Val Tyr Phe Leu Leu Glu Phe Val Met Gly Gly Glu Met Phe Thr His 
145 150 155 160 

Leu Arg Thr Ala Gly Arg Phe Pro Asn Asp Val Ala Lys Phe Tyr His 
165 170 175 

Ala Glu Leu Val Leu Ala Phe Glu Tyr Leu His Ser Leu Asp Val He 
180 185 190 

Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu Leu Asp Asn Lys Gly His 
195 200 205 

Val Lys Met Thr Asp Phe Gly Phe Ala Lys Lys Val Pro Asp Arg Thr 
210 215 220 

Phe Thr Leu Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu Val He Gin 
225 230 235 240 

Ser Lys Gly His Gly Lys Ala Val Asp Trp Trp Thr Met Gly Val Leu 
245 250 255 

Leu Tyr Glu Phe He Ala Gly Tyr Pro Pro Phe Tyr Asp Asp Thr Pro 
260 265 270 

Phe Arg He Tyr Glu Lys He Leu Ala Gly Arg Leu Lys Phe Pro Asn 
275 280 285 

Trp Phe Asp Gly Arg Ala Arg Asp Leu Val Lys Gly Leu Leu Gin Thr 
290 295 300 

Asp His Thr Lys Arg Leu Gly Thr Leu Lys Gly Gly Pro Ala Asp Val 
305 310 315 320 
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Lys Asn His Pro Tyr Phe His Gly Ala Asn Trp Asp Lys Leu Tyr Ala 
325 330 335 

Arg Tyr Tyr Pro Ala Pro lie Pro Val Arg Val Lys Ser Pro Gly Asp 
340 345 350 

Thr Ser Asn Phe Glu Lys Tyr Pro Asp Ser Pro Val Asp Arg Thr Pro 
355 360 365 

Ala Leu Thr Ser Ala Gin Gin Ala Glu Leu Lys Gly Phe 
370 375 380 

f 

<210> 77 
<211> 2333 
<212> DNA 

<213> Leishmania major 



<400> 77 



tctgtgcttg 


cgcgtctcca 


cgtgcgcgtt 


ttcaccgtat 


atctcctctg 


gggaggggtc 


60 


agacgtcgtc 


gcgagacgtc 


gcggttcctt 


tcgggaagtc 


cccgaaggca 


ggacgtccgt 


120 


accacttgtg 


aggtgtctgc 


tttgcattgc 


attccgccgt 


cgaggcacgg 


ctttctctcg 


180 


aacacgtcat 


tggcattcga 


acgggtgtct 


ttgctcgact 


ctttcgtggc 


gcacccgcaa 


240 


cgcaagcata 


cgacacacct 


tcgctagcga 


accgcaagag 


gacggcttgc 


agagaccaac 


300 


gtgtttttct 


tgatttctga 


gaccatttca 


gggctctctc 


tctctctctc 


tctcaacctc 


360 


ttccgtcccc 


catctctttg 


acacagccga 


tgtggggtgg 


catcagctcg 


ggcactgctg 


420 


attgcatctc 


actggcgcca 


tgctagtgag 


tgtgaagccg 


aaacctgagg 


tggctggcac 


480 


agctcacgta 


cccctitgggc 


CCaCQQQQaC 


gaatgtgcgc 


ggtgcgtttc 


ccatcaccgc 


540 


tgcgtccaga 


tcggcgcatg 


ctatgtttcc 


tagcacgtgg 


tactccgctt 


taaaacccaa 


600 


ggtcgcgtgc 


aacttcgcaa 


agccagacac 


ctccagctgg 


aaactctcag 


atttcgaact 


660 


gaagaacacg 


ctcggcaccg 


gttccttcgg 


ccgcgtgcgc 


atcgcccacc 


gcaagggcac 


720 


ggaggagtac 


tacgcgatca 


agtgcctgag 


aaagcgcgag 


atcatcaaga 


tgaagcagca 


780 


gcagcacgtt 


gcgcaggaaa 


aggggatcct 


aatggagctg 


tgtcacccgt 


tcatcgtgaa 


840 


catgatgtgc 


tccttccagg 


acgagaagaa 


ggtgtacttt 


ctgctggagt 


ttgtcatggg 


900 


cggcgagatg 


ttcacgcacc 


tgcgcactgc 


cgggcggttc 


ccgaatgacg 


ttgcgaagtt 


960 


ctaccacgcg 


gagctggtgc 


ttgcgttcga 


gtatctgcac 


tcgctggacg 


tgatctaccg 


1020 


cgatctgaag 


ccggagaatc 


tgctgctgga 


caacaagggg 


catgtgaaga 


tgacggactt 


1080 


tgggtttgcg 


aagaaggtgc 


cggaccggac 


gttcacgctg 


tgcgggacac 


cggagtacct 


1140 


tgcgccggag 


gtgatccaga 


gcaagggcca 


cgggaaggcg 


gtggactggt 


ggacgatggg 


1200 


cgtgctgctg 


tacgaattca 


ttgccggata 


cccgccgttc 


tacgacgaca 


cgccgttccg 


1260 


gatttacgag 


aagatccttg 


ctgggcggct 


gaagttcccg 


aactggtttg 


acggccgcgc 


1320 


gcgcgacctc 


gtgaaggggc 


tgctgcagac 


ggaccatacg 


aagcgcctgg 


ggacgctgaa 


1380 
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gcggacgtga 


agaaccatcc gtacttccac 


ggtgcgaact 


gggacaagct 


1440 


gtacgcacgt 


tactaccccg 


cgccgatccc tgtgcgggtg 


aagagccctg 


gcgacacgag 


1500 


caacttcgag 


aagtacccgg 


acagcccggt cgaccgcacg 


cctgcgctga 


cgtcggcgca 


1560 


gcaggccgaa 


ttgaaggggt 


tttaactgca tccgctgcct 


tgcgatatga 


ttttcacgtg 


1620 


tgcatctcct 


tatgtgggca 


tatgtttgtg ctcagtggcg 


aggtttggtg 


ttttgttttt 


1680 


gtagccgctg 


tagcctgtgc 


ccatctgaag gcgcttcttt 


tgttttttgt 


ttgccttttg 


1740 


ggcattgtta 


ccttcccgag 


cttctgtagt ggggaaagat 


ctgtattgta 


cccgcctact 


1800 


ggaagctgtt 


tggaacccct 


cttgtttcat attgtgcact 


gggctcaccg 


aatttctcac 


1860 


gtggacttta 


cacggttgtc 


tattgtcctc ctctctgtct 


tcgatgtagt 


tgtacacagg 


1920 


cgtgcatgtg 


tatgtgtgtg 


cgcttgtggc cagtcttctc 


ttcgtctcca 


tttttatcgt 


1980 


ctctgaatgt 


tcgtttgtgt 


tttgtttccg actggaagtt gtgtatgtgt 


atgtatgtgt 


2040 


QtgctQQtgg 


tggtgggtgc 


agggctgcgc gtgctgctct. ttttttgtcg 


cttcgttttg 


2100 


1- A. J. ^ f. ^ _ ^ «| f. 




agtgaaagaa gcacggggga 


gacacgacag 


tagaatgagc 


2160 


accaggtatc 


tgtagctgat 


gttgtcatga accgttggcg 


tgtcttttct 


ttgcttgtat 


2220 


tattctcatc 


ctacatccca 


catccccagc ctttcgcatg 


cagccgtgag 


tacagcacaa 


2280 


actaaacgcg 


tcgcggcgtc 


tttcttttgt ccaagtcgtc 


gattttgcgg 


etc 


2333 



<210> 78 
<211> 605 
<212> PRT 

<213> Mucor racemosuB 
<400> 78 

Met Ala Asp Phe Thr Asp Ser Leu lie Lys Asn lie Gly Val His Ser 
15 10 15 

Ser Ser Pro Val Met Thr Ser Val Asn Met Gly Gin Leu Gly Glu Lys 
20 25 30 

Leu Arg Gin Ala Arg Thr Thr Thr Leu Ala Ser Leu Ser Gin Ala Leu 
35 40 45 

Ser Lys Lys Pro Glu Ala Ala Ala Ala Ala Ala Thr Ala Pro Asn Ala 
50 55 60 

Val Asn Glu Ser Thr Thr Thr Pro Thr Thr Met Gin Leu Pro Ala Ser 
65 70 75 80 

Glu Lys Ala Thr Ser Gin Leu Glu lie Asn Val Val Glu Ala Arg Asn 
85 90 95 

Leu Thr lie Ala Asp Ala Arg Lys Ala Asp Thr Tyr Cys He Val His 
100 105 110 
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Tyr Glu Gly Asn Thr Thr Ser Thr Leu Asp Lys Val Asp Asp Gly lie 
115 120 125 

Leu Pro Ser Thr Pro Leu Val He Lys Ser Gin Val Ala Ser Gly Ala 
130 135 140 

Phe Lys Ala Phe Glu He Met Met Ser Ala Ser Ser Pro Lys Trp Met 
145 150 155 160 

His Arg Val Asn Phe Asp Val Thr Ala Gly Asn Lys Glu He Thr Val 
165 170 175 

Phe Val Tyr Asp Arg Gly Asn Lys Leu Pro Asn Gly Glu Asp Arg Phe 
180 185 190 

Leu Gly Met Ser Ser He Val Pro Asn Leu Val Asn Lys Lys Thr Val 
195 200 205 

Glu Leu He Phe Pro Leu His Gly Arg Pro Asp Asp Asp Gin Glu Val 
210 215 220 

Thr Gly Asp Val Arg Leu Gin Val Thr Phe He Asp Pro Lys Lys Ala 
225 230 235 240 

Asn Leu Lys Pro Glu Asp Phe Arg He Val Arg Met He Gly Gin Gly 
245 250 . 255 

Ser Val Gly Lys Val Tyr Glu Val He Lys Arg Asp Ser Gly Arg Thr 
260 265 270 

Tyr Ala Met Lys Val Leu Ser Lys Arg Leu Leu Leu Ala Glu Asn Glu 
275 280 285 

Val Asp Thr Ala Phe Asn Glu Arg Asn Val Leu Val Gin Ser Leu Ser 
290 295 300 

Ser Pro Phe He Ala Asn Leu Lys Tyr Ser Phe Gin Thr Thr Asn His 
305 310 315 320 

Leu Phe Leu Val Met Asp Tyr Phe Pro Gly Gly Glu Leu Phe Asp Phe 
325 330 335 

Leu Glu Arg Glu Arg Cys Leu Ser Glu Lys Arg Cys Gin Phe Phe Ala 
340 345 350 

Ala Glu He Val Cys Ala Phe Asp Asn He His Ala Arg Asn He Val 
355 360 365 

Tyr Arg Asn Leu Lys Pro Glu Ser He Leu Leu Asp Ala His Gly His 
370 375 380 
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lie Ala Leu Thr Asp Phe Gly Leu Cys Lys Gin Leu Lys Asn Lys Met 
385 390 395 400 

Asp Leu lie Gin Gly Val Pro Gin Val He Thr Gin Glu Tyr Leu Ala 
405 410 415 

Pro Glu Met Val Met Gin Lys Pro Tyr Gly Met Ala Ala Asp Trp Trp 
420 425 430 

Ser Leu Gly Val Leu Met Phe Glu Leu Leu Thr Gly Ser Pro Pro Phe 
435 440 445 

His Ser Val Glu Gin Gly Glu Leu Phe Arg Gin He Leu Glu Ala Pro 
450 455 460 

He Lys Phe Pro Ala Gly Gly Cys He Thr Glu Glu Ala Lys Asp Phe 
465 470 475 480 

He Cys Gin Leu Leu Glu Arg Asp Pro Ala Lys Arg Leu Gly Ser His 
485 490 495 

Gly Asp Val Ala Gin Val Lys Ala His Pro Phe Phe Lys Asp Leu Asn 
500 505 510 

Trp Asp Val Val Tyr Lys Lys Gin Met Gin Leu Pro Phe Val Pro Glu 
515 520 525 

Val Glu Glu Gin Leu Arg Glu Glu Ala He Ala Ala Ala Ala Ala He 
530 535 540 

Ser He Pro Val Thr Asn Ser Lys Thr Glu Ser Thr Asn Ala Asn Val 
545 550 555 560 

Met Pro Val Ala Asp Gin Ser Lys Phe Lys Gly Phe Ser Tyr He Arg 
565 570 575 

Glu Asp Val Met Ala Lys Lys Gly Glu His Arg Leu Gly Val Asn Pro 
580 585 590 

Glu Asp Glu Asp Pro Glu Val Asp Phe Trp Phe Arg Gin 
595 600 605 

<210> 79 
<211> 2578 
<212> DNA 

<213> Mucor racemosus 
<400> 79 

tcgaaatcaa aggtctgcta ctagtctaat accacaggaa gcagatattg gtatttgaaa 60 
ctgccacgtt attgaaatgc ctctgatcgt atgactagct ggcccaatga acattacatt 120 
ggccccaaca gccaatcaaa gacgtcccaa tttaaagggg atgttggcat ctaatgttga 180 
tcgcagatag acacacctaa aattatgcac tgttttgggt tacacattga ttttaggtaa 240 
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ccacaccatc 


tagaattcag 


gacatgtaga 


agccggtata 


tgagatggaa 


ggtacattgt 


300 


ttacaagtac 


tagcgtcaat 


aaagtatcaa 


atagattcag 


tgagtagtct 


gctatcactc 


360 


tatactagcg 


agcacagtca 


atcggccgat 


aagaaatagg 


aacagaaata 


tacccccaac 


420 


atcagtggtc 


ttcaacggaa 


tctcaaacat 


gaaactgtta 


aatatgagat 


ggatcttgcc 


480 


tattcttctc 


tcttgctcat 


tcttctcatc 


atcgcagaat 


acacatacgt 


aatatggctg 


540 


atttcacaga 


ttctctcatc 


aagaacattg 


gcgttcactc 


atcatctcct 


gtcatgacat 


600 


ctgtcaatat 


gggtcaattg 


ggtgaaaagc 


ttcgtcaagc 


tcgtacaaca 


acacttgctt 


660 


ccttatctca 


agctctttca 


aagaagcccg 


aagctgctgc 


tgctgctgcc 


actgccccca 


720 


acgctgttaa 


tgaaagtacc 


accacaccca 


ccacaatgca 


actccctgct 


tcggaaaaag 


780 


ccactagtca 


attggagatc 


aatgtggttg 


aagctcgtaa 


tttgaccatt 


gctgatgcgc 


840 


gcaaagccga 


cacctactgt 


attgttcatt 


acgaaggcaa 


caccacatca 


acgcttgata 


900 


aagtagatga 


tggcatcttg 


cccagcacgc 


ctctggtgat 


taaatctcaa 


gtcgctagcg 


960 


gtgcattcaa 


ggcatttgaa 


atcatgatga 


gcgctagttc 


tcccaagtgg 


atgcatcgtg 


1020 


tcaacttgta 


agttgctatc 


cagaatatgt 


caaaaagggc 


tctgcgctaa 


ccatgttact 


1080 


atagtgatgt 


aactgctggt 


aacaaggaga 


tcactgtgtt 


tgtctatgat 


cgtggtaaca 


1140 


aattgcccaa 


tggtgaagat 


cgcttcttgg 


gcatgtctag 


cattgttccc 


aacttggtca 


1200 


acaagaagac 


ggtcgagctg 


atctttcctc 


ttcacggccg 


tcctgacgat 


gatcaagaag 


1260 


ttactggtga 


tgtccgtctt 


caagttactt 


ttatcgaccc 


taaaaaggta 


attttatatg 


1320 


agtatgattc 


ttgacagctg 


atgtctgaca 


cttctaaaac 


cctattcaag 


gctaatctta 


13 80 


agccagagga 


tttccgcatt 


gtgcgtatga 


ttggtcaagg 


Gtcagtgggt 


aaggtgtatg 


1440 


aggtgatcaa 


gcgtgattct 


ggccgtacct 


atgccatgaa 


ggtgctctct 


aagcgtctct 


1500 


tgctcgccga 


gaatgaagtc 


gatactgcct 


tcaacgagcg 


caatgtgctg 


gttcagtctc 


1560 


tctcaagccc 


tttcattgcc 


aatctcaagt 


acagtttcca 


aacaacaaac 


catctcttct 


1620 


tggttatgga 


ttactttccg 


ggtggcgaat 


tgtttgattt 


cctggagcgt 


gagcgttgtt 


1680 


tgagcgagaa 


gcgttgccaa 


ttctttgctg 


ccgagattgt 


gtgtgccttt 


gacaacatcc 


1740 


atgctcgcaa 


cattgtctat 


cgtaacctga 


agccagagag 


catcttgctg 


gatgcacatg 


1800 


gacacattgc 


cttgacagat 


ttcggcttat 


gcaagcaatt 


gaagaacaag 


atggatttga 


1860 


ttcaaggtgt 


gcctcaagtc 


attacacaag 


aatacctcgc 


ccctgaaatg 


gtaatgcaaa 


1920 


agccctatgg 


catggctgcc 


gactggtgga 


gtctcggtgt 


tttgatgttt 


gagctgttga 


1980 


ctggatctcc 


tcctttccat 


tctgttgaac 


aaggtgaatt 


gtttagacaa 


atcctggaag 


2040 


ctcccattaa 


attccctgct 


gggggctgca 


ttacagagga 


agccaaggat 


ttcatctgcc 


2100 


aactgctgga 


gcgtgatcct 


gccaagcgtc 


tgggctccca 


tggtgatgtt 


gctcaggtca 


2160 


aagcacatcc 


attctttaag 


gatctcaact 


gggatgtcgt 


ttacaagaag 


caaatgcagc 


2220 


ttccctttgt 


gcccgaggta 


gaagagcagc 


tccgcgaaga 


agccattgct 


gctgctgctg 


2280 
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ccattagcat 


tcctgtgacc 


aacagcaaga 


ccgaglzctac 


caatgccaat 


gtgatgcctg 


2340 


tggctgatca 


atccaaattc 


aagggattta gctatattcg 


tgaagatgtc 


atggcaaaga 


2400 


agggcgagca 


tcgtctgggt . 


gtcaatcctg 


aggatgaaga 


tcccgaagtt 


gatttctggt 


2460 


ttagacagta 


aaaatcgtcc 


atctatcctt 


acattttgta 


catatatatt 


aatcaagacc 


2520 


cccctcctca 


ttcaataaag 


cacatatttg 


ttcatatacc 


aaaaaaaaaa 


aaaaaaaa 


2578 



<210> 80 
<211> 349 
<212> PRT 

<213> Xenopus laevis 
<400> 80 

Gly Asn Ala Ala Thr Ala Lys Lys Gly Asn Glu lie Glu Ser Val Lys 
15 10 15 

Glu Phe Leu Ala Lys Ala Lys Glu Asp Phe Leu Arg Lys Trp Glu Thr 
20 25 30 

Pro Pro Gin Asn Thr Ala Ser Leu Asp Asp Phe Asp Arg Met Lys Thr 
35 40 45 

Leu Gly Thr Gly Ser Phe Gly Arg Val Met Leu Val Lys His Lys Gly 
50 55 60 

Ala Glu Gin Tyr Tyr Ala Met Lys He Leu Asp Lys Gin Lys Val Val 
65 70 75 80 

Lys Leu Lys Gin lie Glu His Thr Leu Asn Glu Lys Arg He Leu Gin 
85 90 95 

Ala Val Asn Phe Pro Phe Leu Val Arg Leu Glu Tyr Ser Phe Lys Asp 
100 105 110 

Asn Ser Asn Leu Tyr Met He Met Glu Tyr Val Pro Gly Gly Glu Met 
115 120 125 

Phe Ser His Leu Arg Arg He Gly Arg Phe Ser Glu Pro His Ala Arg 
130 135 140 

Phe Tyr Ala Ala Gin He Val Leu Thr Phe Glu Tyr Leu His Ser Leu 
145 150 155 160 

Asp Leu He Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu He Asp Gin 
165 170 175 

Gin Gly Tyr He Gin Val Thr Asp Phe Gly Phe Ala Lys Arg Val Lys 
180 185 190 

Gly Arg Thr Trp Thr Leu Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu 
195 200 205 



50/84 



wo 2004/001384 



PCT/US2003/020041 



He He Leu Ser Lys Gly Tyr Asn Lys Ala Val Asp Trp Trp Ala Leu 
210 215 220 

Gly Val Leu He Tyr Glu Met Ala Ala Gly Tyr Pro Pro Phe Phe Ala 
225 230 235 240 

Asp Gin Pro He Gin He Tyr Glu Lys He Val Ser Gly Lys Val Arg 
245 250 255 

Phe Pro Ser His Phe Ser Ser Asp Leu Lys Asp Leu Leu Arg Asn Leu 
260 265 270 

Leu Gin Val Asp Leu Thr Lys Arg Tyr Gly Asn Leu Lys Asn Gly Val 
275 280 285 

Asn Asp He Lys Asn His Lys Trp Phe Ala Thr Thr Asp Trp He Ala 
290 295 300 

He Tyr Gin Arg Lys Val Glu Ala Pro Phe He Pro Lys Cys Arg Gly 
305 310 315 320 

Pro Gly Asp Thr Ser Asn Phe Asp Asp Tyr Glu Gly Ser Phe His Leu 
325 330 335 

Ser Leu Thr Glu Lys Cys Ala Lys Glu Phe Ala Asp Phe 



<210> 81 
<211> 1994 
<212> DNA 

<213> Xenopus laevis 
<400> 81 

tgggaaacgc tgccaccgcc aagaagggga atgaaattga gagcgtgaaa gaatttctag 60 

ccaaagccaa agaagacttt ttaagaaagt gggaaacgcc tcctcagaat actgcaagtc 120 

tagatgattt tgatagaatg aaaacccttg gaactggctc atttggaaga gttatgttag 180 

tgaaacataa aggtgcagag cagtattatg ctatgaagat actggataaa cagaaggtgg 240 

tgaagctgaa acaaatagag catacattaa atgaaaagag gatattgcag gcagtgaact 300 

ttcctttcct tgtcaggttg gaatattcct ttaaggataa ctctaattta tatatgatta 360 

tggaatatgt ccctggggga gaaatgtttt cacatttaag aaggattggc aggttcagtg 42 0 

agcctcacgc aagattttac gcagctcaga tagtgctgac atttgagtac ctccattcac 480 

tagaccttat ctacagagat ctcaaaccag aaaatctttt aattgaccag caaggataca 540 

ttcaggtcac agattttggg tttgccaaaa gagtaaaggg tagaacttgg acattatgtg 600 

gaacgccaga gtatctggca ccagaaatta ttttaagcaa gggttataac aaagcagttg 660 

actggtgggc attaggagtt ttaatatatg aaatggctgc tggttatccc cctttctttg 720 
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<210> 82 

<211> 351 

<212> PRT 

<213> Xenopus laevis 

<400> 82 

Met Gly Asn Ala Ala Thr Thr Lye Lys Gly Gly Glu lie Glu Ser Val 
1 5 10 15 

Lys Glu Phe Leu Ala Lys Ala Lys Glu Asp Phe Leu Lys Lys Trp Glu 
20 25 30 

Ser Pro Ala Gin Asn Thr Ala Asn Leu Asp Gin Phe Glu Arg Met Lys 
35 40 45 

Thr Leu Gly Thr Gly Ser Phe Gly Arg Val Met Leu Val Arg His Lys 
50 55 60 



ctgatcaacc cattcagatc tatgaaaaaa ttgtgtcagg aaaggtacgg tttccttccG 780 

acttcagctc agaccttaaa gacctgctaa ggaacttgct ccaggtagat ttgaccaaaa 840 

gatatggcaa cttgaagaat ggcgttaatg acatcaaaaa tcacaaatgg tttgctacaa 900 

cagactggat tgcaatttat cagagaaagg tggaagctcc cttcatacca aagtgcaga^ 960 

ggcctggaga taccagtaac tttgatgact atgaagggag cttccacctt tctctgaca^ 1020 

aaaaatgtgc aaaagagttt gccgactttt aggatgtgca tgagaacaag atgacatcag 1080 

ggctcatatt ggaatctttg cactcttttt gcagatgggg tgaagctgag accatcttat 1140 

gtcacacagt tacctagttc cttcattccg caaggttgac taaggtctat tttgccatct 1200 

tccatgtgtg cgtttcgcac cacccttttt atctaggcac aattaatcaa gcgatttgtg 1260 

ctgtaacaca gaatgctaga ccactttcct tcgtctcttg ttttatttta ttttttttcc 1320 

ttttttgttt acatcttgta tgttttgccc ttctcctcac aggtattttt ttaagtagta 1380 

ttttacccaa ctacactccc tttattttga aaatgtatta ttattagttg ggggggcagg 1440 

gggtacgaga gagagagaga gagagagttc tgggaggtgc tgcaatgagg aaaatttcag 1500 

atggaggaaa tgttgtttct agtctctgcc actccatagg tttttgtttt acattgtaaa 1560 

ccttatttct gtatggtgga aaatgtttca gctcaaattg gaactactgg ccaatattat 1620 

tttgagtgtt tatgaagtaa ccataaccac ggccaaaatc tccaaatgga aataatgttg 1680 

agaacaaaat tcttcctagt gattgaccaa aattggttag aaatcaattt gagtgctacg 1740 

tttggctaga tagaccctgt gccttggatt tctattcttt aactgcgctg cccctcctgg 1800 

tgtgttcctt gctttggcag gacctaaatg ttgcgtgacc atactgtacg acacatagca 1860 

cattgtttgg ttaaacttga ggatttacag ctgaagtctt tgaattacat aatgctgact 1920 

ttaaaaatat cacgtccttc ttgggggggg ttttaataac attaaacctg ctcttcaata 1980 
aaaaaaaaaa aaaa 



1994 
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Glu Asn Gly Ser His Phe Ala Met Lys He Leu Asp Lys Gin Lys Val 
65 70 75 80 

Val Lys Leu Lys Gin He Glu His Thr Leu Asn Glu Lys Arg He Leu 
85 90 95 

Gin Ala Val Asn Phe Pro Phe Leu Val Arg Leu Glu Tyr Ser Phe Lys 
100 105 110 

Asp Asn Thr Asn Leu Tyr Met Val Met Glu Tyr Val Ala Gly Gly Glu 
115 120 125 

Met Phe Ser His Leu Arg Arg He Gly Arg Phe Ser Glu Pro His Ala 
130 135 140 

Arg Phe Tyr Ala Ser Gin He Val Leu Thr Phe Glu Tyr Leu His Ala 
145 150 155 160 

Leu Asp Leu He Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu He Asp 
165 170 175 

Gin Gin Gly Tyr He Gin Val Thr Asp Phe Gly Phe Ala Lys Arg Val 
180 185 ' 190 

Lys Gly Arg Thr Trp Thr Leu Cys Gly Thr Pro Glu Tyr Leu Ala Pro 
195 200 205 

Glu He He Leu Ser Lys Gly Tyr Asn Lys Ala Val Asp Trp Trp Ala 
' 210 . * 215 220 

Leu Gly Val Leu He Tyr Glu Met Ala Ala Gly Tyr Pro Pro Phe Phe 
225 230 235 240 

Ala Asp Gin Pro He Gin He Tyr Glu Lys He Val Ser Gly Lys Val 
245 250 255 



Arg Phe Pro Ser His Phe Ser Ser Asp Leu Lys Asp Leu Leu Arg Asn 
260 265 270 

Leu Leu Gin Val Asp Leu Thr Lys Arg Phe Gly Asn Leu Lys Asn Gly 
275 280 285 

Val Thr Asp He Lys Gly His Lys Trp Phe Ser Thr Thr Asp Trp He 
290 295 300 

Ala Val Tyr Gin Lys Lys Val Glu Ala Pro Phe He Pro Lys Cys Lys 
305 310 315 320 

Gly Pro Gly Asp Thr Ser Asn Phe Asp Asp Tyr Glu Glu Glu Glu He 
325 330 335 
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Arg Val Ser He Thr Glu Lys Cys Ala Lys Glu Phe Ser Asp Phe 
340 345 350 

<210> 83 
<211> 2737 
<212> DNA 

<213> Xenopus laevis 
<400> 83 







y wWj^^^ i*t»^ i« 


9 ciacratciaccf 

ay ayy i^^avivy 


agcgggtgct 


ggatgcgtcc 


60 


ggtgggagga 




y (,« w v^y i«i«cL L>a 


i"r»cfr»t*tCGca 
^^y ^ wv^cL 


gagatgctga 


tcgatgtgta 


120 


acccagaagc 


aacggac^ga 


4"4"4"r*4~^a4" 

L«^CLl«wy 


r'acrcftT't* t*aa 


acttattggt 


ggggggcgtt 


180 


ugcccagaau 


ccagagggcc 


cy ^ccy ccc«cj 


r« r» a r« r< a rrrsct 
v« Vi* el u» ^ a L. y y y 


caacgcggct 


accacaaaga 


240 


^^^^^^ ^v^^^*i^*r4 

S999*^99cga 


^■r a 4* 4* ^*r9 s a ^■j" 

gaccgaaagc 


y uyaaayaaL- 


^ ^ ^ ^ f r< a a a 
t.>v»v*i*yy ^ctdci 


agcaaaagaa gattttctga 


300 


aaaaacggga 


gaguccagca 


^a ^ra a ^a r^a 
cay eleiCclCay 


^dcicL L.y y ci 


ccagtttgag 


cgaatgaaaa 


360 


c^cuuggcac 


cgggucgu uu 


ggycycy uaa 


t.y c i-y y I- t*a.y 


gcacaaagaa 


aatggcagtc 


420 


acbCugccau 


^T9 9 9 9 4* 4*^f 

gaaaaucL. 


rra ^ a a ^a /Tfa 


ciyy L-yy t-y cici 


gttgaagcag 


attgagcaca 


480 


cgu^gaauga 


9 9 9 ^^r^f 9 4" 9 

gaaacgga.t.a 


c uy wnyy(« uy 


Lay ClCi Iw l« ^ ^ ^ 


attccttgtg cggctggagt 


540 


at'bcgtttaa 


ggauaacacc 


s 9 4* ^ 4" *^4" S3 4" a 
aa&Cuy uau>a 


uyyt.waL.yy a. 


gtatgtagcc ggcggggaga 


600 


tsgti ticket ca 


Ctt:.gcgcaga 


aucgggcgct. 


4" *^a <^4~rTa a 


tcatgcacgc ttctatgcat 


660 


cccagau ugu 


auuaacuuuc 


rta 94"9^r^^a/^ 
y ao. uaucuaC 


cLuy v^ww i*yy cL 


tcttatatac 


agagacttga 


720 


agccagagaa 


4" ^4" 4" ^ 4" a 4~ 9 


y o. C C ay c a.y y 


rrrrt* a 4" a rr^a 
yy u>cL uei i» w wcL 


ggtgacagat 


tttggatttg 


780 


^ a ^ ^ #~r *a # 1 1 ■ 

c aaago-^^g^ 


t~x a 9 a iTtr^r^ 9 r^r^ 




*-y i-y i-y yy CIV.* 


accagaatac 


cttgcgccag 


840 


s s sa ■fr* 3 o ^ 

a. a. a L. a. a. U (J L. 




4~a4~aa'J~aa ctci 


r*arTf~crcfa t"cr 
ay *-»y y ci u> i.y 


gtgggcccta ggagtcctga 


900 




yy cuy c tggg 




t" 4" t" 4~ rTTftrra 


tcagcccatt 


cagatctatg 


960 


aa.aaaa ua^u 


9 4* rrr^r^r^ 9 9 

o-i-Cy yyy a.a,y 


yL.c^yyi»L>v.>i^ 


\^WL>V.> L<V»av* I. !«• 


tagctccgac 


ctgaaggatc 


1020 


4~ 4* ^4~ ^ s o 


L. U L. L^y Odo, 


y L. L.y cL L.u> uy ct 


r^t" a a front" fr* "t* 
w L^aay wy l> w l> 


tgggaatttg 


aagaacggtg 


1080 


tcacagacat 


caagggacac 


aaatggttca 


gtacaacgga 


ctggattgca 


gtctaccaga 


1140 


aaaaggtgga 


agctcccttc 


atccctaaat 


gtaagggtcc 


tggagacacc 


agtaattttg 


1200 


acgactatga 


agaagaagaa 


atcagagttt 


caatcactga 


aaaatgcgct 


aaagaattct 


1260 


ctgactttta 


atttgcaccc 


gtaaaggcgg 


agcagtcacc 


aaacacgccc 


atcaagcaag 


1320 


agagaccgtt 


ggagcaagca 


gcactgacag 


gcacacaacc 


acctcttccc 


tttcacacta 


1380 


ccccatccct 


tctaagctta 


ttggtggtgt 


ggtcagacat 


ggcacccatc 


ctgttttatg 


1440 


ctggatctgg 


tggtgtggtt 


ctgagacttt 


tgtttctctt 


tctgtgacag atttgagggg 


1500 


ccaagaattt 


atttaaatgt 


gactggatcc 


tctggggtgg 


agtcagaacc 


ttgggggcag 


1560 


agcctcaacc 


ctcagaatgg 


gcgatgtatg 


gtttcttttt 


tttttttttt 


aaccattttc 


1620 


ttcggagcaa 


gccagccact 


ggtttttatt 


gattaattta 


catagtatat 


aaacagagaa 


1680 
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actgttttaa tctaaacatt ttcctccccc atcaatattc tttttcttca tagcctattg 174 0 

tagagggatt tttaatttca atgtgccagt tttacccaaa aatctccctt ttttgtcttt 1800 

acctgttttt tccagcatct ttggtggtgg tgtttcttgt ccttatatct ctaagcaaat 1860 

agccaaccct ctgctttgat actaaagtta gaaatctggt ggttgatcag aaatgcatta 192 0 

cataacactc tccccgaatt cggttttttt tttttttttt tttttcagat tccaagactt 1980 

ttattgaatc taaatacatt taagggtcat tgattcttcc ctcaccaaag tccctgaggt 2040 

ctttgattgg acactacatt tacagtctgc caaaagcttg tatacagctg gtcagttaat 2100 

ccattgcaga cttctgttcc accagaaaac aaaggaataa tttaagtaac ctatagccac 2160 

caaatagctt aactgccagc tgtagtaaga caaaattcta aagagttgct ataggttact 2220 

cccttccaac catctatgcc tagtctgaaa tagattataa attctagcaa gttatagccc 2280 

tcaaaacaaa gaaaggtgtc taaggaaata tcagacttca attcaggttc tctctccccc 2340 

attaatgaag tctaagcatc taacatattt cagttcttag gaccaatttc tttttatgtg 2400 

agggaagaag cctcaaccta atgatcacat taaacagaat caaaaggacg aatgttttsig 2460 

gtgaaagttc ttcatggaag gaccaacaag ttgtctgcac aaatgcattt ggggtatcga 2520 

acagttctat gaggagtgaa aaacaaatat gctaagcatt ggggcataaa taataagtgc 2580 

ttcttgggtc tggttgtcaa ggtgctcaac aagggcagct tgttagatgt cttgagtccc 2640 

ctcatttggt cacctggtga atagcatgag caaggtaacc attatttgct gatgttactc 2700 

ctgcaaccga aatacgtcca tccttcgtca tgtagat 2737 

<210> 84 
<211> 309 
<212> PRT 

<213> Trypanosoma conizi 
<400> 84 

Met Ser Gly Glu Ala Asn Tyr Glu Lys Pro Asp Thr Ser Asn Trp Lys 
15 10 15 



lieu Ala Asp Phe Glu Met Gly Asp Thr Leu Gly Thr Gly Ser Phe Gly 
20 25 30 

Arg Val Arg He Ala Lys Leu Lys Gly Thr Asn Asp Tyr Tyr Ala Val 
35 40 45 

Lys Cys Leu Lys Lys Arg Glu He Leu Lys Met Lys Gin Val Gin His 
50 55 60 

He Ser Gin Glu Lys Gin He Leu Met Glu Leu Ser His Pro Phe He 
65 70 75 80 

Val Asn Met Met Cys Ser Phe Gin Asp Asp Arg Arg Val Tyr Phe Val 
85 90 95 
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Leu Glu Phe Val Val Gly Gly Glu Met Phe Thr His Leu Arg Ser Ala 
100 105 110 

Gly Arg Phe Pro Asn Asp Val Ala Lys Phe Tyr His Ala Glu He Val : 
115 120 125 

Leu Ala Phe Glu Tyr Leu His Ser Lys Asp He He Tyr Arg Asp Leu 
130 135 140 

Lys Pro Glu Asn Leu Leu Leu Asp Ser Lys Gly His Val Lys Val Thr 
145 150 155 160 

Asp Phe Gly Phe Ala Lys Lys Val Pro Glu Arg Thr Phe Thr Leu C?ys 
165 170 175 

Gly Thr Pro Glu Tyr Leu Ala Pro Glu Val lie Gin Ser Lys Gly His 
180 185 190 

Gly Lys Ala Val Asp Trp Trp Thr Met Gly Val Leu Leu Tyr Glu Phe 
195 200 205 

He Ala Gly Tyr Pro Pro Phe Tyr Asp Asp Thr Pro Phe Arg Thr Tyr 
210 215 220 

Glu Lys He Leu Ser Gly Arg Phe Lys Phe Pro Ser Trp Phe Asp Ala 
225 230 235 240 

Arg Ala Arg Asp Leu Val Lys Gly Leu Leu Gin Thr Asp His Thr Lys 
245 250 255 

Arg Asn Trp Glu Lys Leu Tyr Ala Arg Tyr Tyr Pro Ala Pro He Pro 
260 . 265 270 

Val Lys Ala Lys Ser Pro" Gly Asp Thr Ser Asn Phe Glu Arg Tyr Pro 
275 . 280 285 

Glu Ser Gin Glu Asp Arg Ala Val Pro Leu Thr Ala Thr Gin Gin Ala 
290 295 300 

Glu Phe He Gly Phe 
305 

<210> 85 
<211> 1318 
<212> DNA 

<213> Trypanosoma cruzi 
<400> 85 

ttttaatgat ggaattggca tgcagtttcc tctttaatta tatcaatata tcttattttt 60 
cttttttttt tcccgctctt taacgtaatt aaaatatctt tcttagcgcc gtgcttcccc 120 
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udCbuugugi* 


ADO 
0 V u 




ggtgggcggg 


nana 4'rt4" i" f" a 


*^4*j^a r^o4* ^*^n 
\* \»\^<x\^\^ L> L>^g 


c ucwgccggi^ 


<"iom4*4* 4" a 
^y y u I* i*<-i.»dd 


0 0 u 




a a a rt1~ 4* a ^ 
aaag^ 


^d^gwggdgd 


4* 4"^Y4"n^4" 4"^^^^ 

u ugwgc u ugc 


4" r^na a 4" a 

w^^Cgddl^dC 


^ k«y ^du«L>L>yd 






r^4*a^/^*Trt*rta <^ 
C UclwC>gii.ga^ 


r^t*na stfy^r*nn 
Wi i,«vjddgkrfw>gg 


a rra a i" 4" ^ 4" 
dgddCfK^ L> L>v<> i* 


4* nna a n^ 
g^ L>ggdv«dg(^ 


a a rmn r< r« a r*n 
ddy yy Lv^d^y 


/ 0 ^/ 




^gcic^^ uggg 


4* ^ ^^Y^^ra a na 

u ui^gcgddgd 


a 1 ' f* nf*r a 

agg t gc cgga 


dcg^dcc^^c 


dcgcbgwgug 


n A n 




gcaccuugcg 


c c cgagg uga 


t^cagagcdd 


gggccacggg 


aaggccgugg 




9 ^^^^^^ !■ ^r^rs ^ 


gaugggcgc u 


^4* /t^^^y4' a 

cugc L.gudcg 


994'4'4* 9^4* 

aauccaccgc 


eggguaucci. 


ccg^uuuacg 


70 vl 




gucccgcacg 


^ 9 ^^/^ 9 9 9 ^V9 

uacgagaaga 


^ M M 4> ^ 4* 0^ 4* ^t^NT 

uccuc uccgg 


gcgc u ccaag 


4" 4^ ^ ^^^^^9 1 4* 

cuuccgaguu 


T no n 


gg 1 1 cga ugc 


gcgugcgcgg 


9 ^ ^ 4* 4> 9 

gauc ucgcga 


9 ^^A^#^^t^^4" 4» ^4 4> 

^ggy g c ^ ecu 


9 9 9 M^V^V9 

gcaaacggac 


cacacgaagc 




gtaactggga 


gaagttgtat 


gcgcgatact 


accctgcccc 


gatccctgtg 


aaggcaaaga 


1140 


gccctggcga 


cacgagtaac 


tttgagcgtt 


accctgaaag 


ccaggaagat 


cgagcggtgc 


1200 


cgctaaccgc 


tacgcaacag 


gcggagttta 


ttgggttcta 


aacgttttta 


cttttataaa 


1260 


ctttttgaat 


gtactttttt 


tttttttttt 


aaattctgtg 


tatatattct 


tcttattg 


1318 



<210> 86 

<211> 332 

<212> PRT 

<213> Leishmania major 

<400> 86 



Met lie Thr Lys Ala Glu Ala Ser Gin Trp Arg Leu Ser Asp Leu Glu 
15 10 15 



Met Arg Glu Thr Val Gly Thr Gly Thr Phe Gly Arg Val Arg Leu Val 
20 25 30 



Lys His Lys Gly Thr Gly Gin Tyr Ala Ala Leu Lys lie Leu Lys Lys 
35 40 45 



Gin Glu lie Leu Arg Met Lys Gin Val Asp His Val Met Ala Glu Ala 
50 55 60 



Ser Leu Leu Gin Glu He Asp His Pro Phe He Val Ser Met Leu Arg 
65 70 75 80 
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Gly Tyr Met Asp Lys Asn Arg Leu Tyr lie Leu Leu Glu Tyr Val Val 
85 90 95 

Gly Gly Glu Leu Phe Ser His Leu Arg Lys Ala Gly Lys Phe Pro Asn 
100 105 110 

Asp Val Ser Lys Phe Tyr Cys Ala Glu Val lie Leu Ala Phe Asp Tyr 
115 120 125 

Leu His Asn Lys Thr He Val Tyr Arg Asp Leu Lys Pro Glu Asn He 
130 135 140 

Leu Leu Asp Gin Asp Gly Asn He Lys He Thr Asp Phe Gly Phe Ala 
145 150 155 160 

Lys Arg Val Thr Glu Arg Thr Phe Thr Leu Cys Gly Thr Pro Glu Tyr 
165 170 175 

Leu Ala Pro Glu He He Gin Ser Lys Gly His Asn Lys Ala Val Asp 
180 185 190 

Trp Trp Ala Leu Gly He Leu Leu Tyr Glu Met Leu Val Gly Tyr Pro 
195 200 205 

Pro Phe Phe Asp Asp Ser Pro Met Lys He Tyr Glu Lys He Leu Val 
210 215 220 

Gly Lys Val Leu Phe Pro Arg Trp Val Asp Ser Lys Ala Arg Asp Phe 
225 230 235 240 

He Lys Gly Leu Leu Ser Leu Asp Pro Thr Lys Arg Leu Gly Asn Leu 
245 250 255 

Pro Asn Gly Thr Glu Asp He Lys Asn His Lys Tyr Phe Ala Glu Val 
260 265 270 

Asp Trp Asn Val Val Leu Ser Lys Lys He Pro Ala Pro He Pro Val 
275 280 285 

Arg Gin His Lys Glu Gly Asp Thr His Tyr Phe Asp Lys Tyr Pro Asp 
290 295 300 

Ser Pro Leu Asn Pro Leu Arg Thr Leu Thr Pro Ala Gin Gin Asp Cys 
305 310 315 320 

Phe Ala Asn Phe Cys Asn Gly Gin Tyr Thr Asp Glu 
325 330 

<210> 87 
<211> 3461 
<212> DNA 
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<213> Leishmania major 
<400> 87 



ttttgtcacc 


gccttgctct 


cctacaagcg 


cccgcagcag 


gcaaaacagt 


atatttcgcg 


60 


tattccaaag 


atcgagacgc 


ggatggaata 


ctacgtgctc 


tgcagcgact 


ggttcggtgc 


120 


aggtgccgac 


tgcaagcgga 


gcaacgaccc 


cgatttgcta 


gcgcagctga 


aggaccgcgc 


180 


caaagggaat 


ccagatgcac 


tgcgtcagat 


cgaagagggc 


tggaacacac 


tgccccacac 


240 


gtcaggcatc 


agctttccca 


agttctttta 


gcatcacgtc 


tttacacgga 


agcgagcaga 


300 


aatggcagac 


aacttcctcc 


tccgggtacc 


acgactatcg 


actcctcttt 


ctgtttttcc 


360 


atctcttcct 


ttgcaaggtg 


acctcgagtg 


catttcgttg 


ctgctaacaa 


aaaagctcta 


420 


gcgatgcgcc 


ggcgacgtgc 


tgtatttgct 


atatcttcat 


cacaggagtg 


gcatttctgg 


480 


cctgtggtgc 


gccgcaacag 


agacagtttc 


ctgtgtcatg 


ttcatctccc 


agcagaggtt 


540 


gcgttgcgat 


tctcgttggg 


caaggtaggg 


cgccggcata 


tgcatagggg 


gtgggttgtg 


600 


cacgtcgtgt 


gttgttgtcg 


tccttcgttc 


tcccgtgcca 


tcgaccggga 


gtgaacgaaa 


660 


aaaaacgagg 


caccaagtgg 


aggtgcaggc 


ttgccgcgtt 


ttttttcgtt 


actcttccca 


720 


aagcgcacgc 


gaaccgcgtt 


gctatctctc 


ttagccatca 


cgtgtcctag 


gtgtgttgaa 


780 


caacaagttc 


gcgaggcttg 


catgtggggc 


tttcttttga 


tcatgcaatc 


atgtccactg 


840 


tccaccacac 


actccagctc 


tcttctattt 


ccgtcctcgt 


ctgtttcgcc 


ctctccgtgg 


900 


gcctctggta 


ccccccaata 


aagctgtacg 


aactcctcat 


gcataggcga 


ggacgggtga 


960 


aacaaaccac 


gcaaacagga 


tcgagttaaa 


aaggcacagc 


tgtacgcctc 


tttcctctcc 


1020 


ttttctcccc 


cattcgtgtt 


cttgcagcta 


caaaagactc 


tgcttcatac 


acattcagtg 


1080 


agggtgacca 


gctgtcgggc 


gcacactctg 


tcagagagag 


agagagagat 


ccaaattatc 


1140 


cgccgttgtc 


tgccgttctc 


gcgccctgga 


cattgtgttc 


cttttgctca 


gtcatatcct 


1200 


taccagtcat 


aatagaacac 


catgatcacc 


aaggccgaag 


cttcccaatg 


gaggctgagc 


1260 


gacttggaga 


tgcgtgagac 


ggtcggcacc 


ggcactttcg 


gccgagtacg 


cttggtgaag 


1320 


cacaaaggaa 


caggccagta 


cgcggccctc 


aagatcctga 


agaagcagga 


gattctccga 


1380 


atgaagcagg 


tcgaccacgt 


gatggcggag 


gcaagtcttc 


tccaggagat 


cgaccaccct 


1440 


tttattgtga 


gcatgctgcg 


gggatacatg 


gacaagaacc 


ggctgtacat 


tctcctcgag 


1500 


tacgtggtag 


gcggcgagct 


gttttcgcat 


ctccgcaagg 


ccggcaagtt 


ccctaatgat 


1560 


gtctcgaagt 


tctactgcgc 


cgaggtgatc 


ctagcatttg 


actacctgca 


caacaagacg 


1620 


atcgtttacc 


gtgatctgaa 


gccggagaac 


attctcctcg 


accaggacgg 


caacaCaaag 


1680 


atcacggatt 


tcggattcgc 


gaagcgcgtg 


acggagcgta 


cgtttacgct 


ttgtggcaca 


1740 


cccgagtacc 


tagcacccga 


gatcattcag 


agcaaggggc 


acaacaaggc 


tgtcgactgg 


1800 


tgggcgctcg 


gcatcctgct 


gtacgaaakg 


ctggttggct 


atccgccgtt 


cttcgacgac 


1860 


agcccaatga 


agatctacga 


gaagatcctt 


gtgggcaagg 


tgctgttccc 


acgatgggta 


1920 


gactcgaagg 


cccgagactt 


catcaagggc 


cttctatccc 


tcgatcccac 


gaagcgcctc 


1980 
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ggcaatttgc 


ccaacggcac 


ggagsT^catc 


aagaaccaca 


agtactttgc 


ggaagtggac 


2040 


tggaatgtag 


tgctgtccaa 


gaagattccc 


gcgccaatcc 


cagtgcggca 


acacaaggag 


2100 


ggcgataccc 


actacttcga 


caagtacccc 


gacagcccac 


tcaacccttt 


gcgcactttg 


2160 


actccagcac 


agcaggactg 


cttcgccaac 


ttctgcaacg 


gccagtatac 


ggacgagtag 


2220 


catcccgttt 


ctgcctccaa 


ggttatgaag 


tgcggagggg 


ggggagcgac 


gagcacgtgt 


2280 


agacctttct 


cacacgctta 


gttgtgtttc 


ccgcctcctc 


cttagcggcg 


ttggtgcgcg 


2340 


cgaccgcgac 


acggatgccg 


ctaagcatct 


cccctaagcc 


ttcgggggaa gtcgctttgc 


2400 


ctgcacgttc 


ctctgcaacc 


gccgttgctc 


tgtcttcatg 


ttcagactgt 


ttattttttc 


2460 


tttgttttgt 


gccctttcca 


cgctcgatgc 


gttttcggca 


gacgcgcagt 


ggagagggtg 


2520 


tagtgcgtgc 


gggtcgcacg 


gcgatttctc 


gccttcacga 


tgtatgtata 


ggcgtttcag 


2580 


agctcttaag 


tgtaatgttg 


acgaacgcgc 


aagcacaatg 


tattataaaa 


gacacataca 


2640 


caaagagagg 


ttattgtgga 


ttgtgatctc 


gaagggttgg 


cgtcggggtc 


gatggtattt 


2700 


ttagtttttt 


gtttttctgc 


ctttccttcg 


aagtcggctc 


tgattccttt 


taggcaggca 


2760 


agtaggcggg 


atgctgcgtt 


ctcaatgatc 


catgtacgcg 


caacgcaaag 


ccagtagagg 


2820 


gatcgatacc 


atggctttcg 


tccgctgatc 


tttacacagt 


ctcccttttt 


gtttctccgg 


2880 


cgaccttccc 


acctttcatg 


tgtgccccct 


ttttcacttt 


cttttgatga 


gaaggagctt 


2940 


tcctctgagc 


cctctttcac 


ctttcctgtt 


tccctccgct 


gccgctggat 


gaaaggtctg 


3000 


tgtgtctgtt 


cgtgatggca 


agaggaaagg 


agcacaagat 


gcggaaaagg gcagagttgg 


3060 


atgtgacggg 


cagtgaaaag 


acgtgagagg 


ccgctgccgc 


agcttttgct 


ctcgacgatg 


3120 


tagctgtagc 


cacgttgatg 


gatatcttgt 


agagcggcta 


tataagtcaa 


acgctggagg 


3180 


ggggggggaa 


ctgatggggc 


tgcctctctg 


tctccacttt 


tggaccttgc 


ttctcctgat 


3240 


ttcatccctc 


ctggaatcaa 


cttggaattg 


acacacatca 


acatactcat 


ttgattttag 


3300 


gtgctgccct 


tctcctgtgt 


cctctctcct 


ccacaaatga 


ttataaaaaa 


taaggcgtgc 


3360 


ctgctgtcat 


cagaaaaacg 


aacggaaaaa 


aggaaatcca 


catcaatgca 


cactctcgag 


3420 


actgcgggag 


tgagttttat 


gtgtggtcgc 


gcattagaac 


a 




3461 



<210> 88 
<211> 359 
<212> PRT 

<213> Glardia intestinalis 
<400> 88 

Met Glu Asp lie Gin Val Glu Ala Tyr Pro Glu Leu Ser Tyr Lys Asp 
15 10 15 

Leu Arg His lie Lys Asn He Gly Ser Gly Ser Phe Gly Arg Val Tlir 
20 25 30 
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Leu Ala Gin His lie Asp Thr Gly Lys Tyr Tyr Ala Val Lys Ala Met 
35 40 

Ser Lys Arg Lys He He Ala Leu Arg Gin Val Ala His He Asn Asn 
50 55 60 

Glu CVS ser He Leu Arg Val Val Arg Ser Pro Phe He He Arg Gin 
65 70 75 . 80 

Tyr Gly Thr Tyr Gin Asp Asp Lys Asn Val Tyr He He Leu Asp Phe 
85 90 

He Gin Gly Gly Glu Leu Phe Tyr His Leu Arg Arg Tyr Asn Lys Phe 
100 105 HO 

Pro Leu Gin Val Val Lys Phe Phe Ala Val Glu He Leu Leu Ala Leu 
115 120 125 

Gly Tyr Leu His Asn Leu Gly He Ala Tyr Arg Asp Leu Lys Leu Glu 
130 135 140 

Asn Val Leu Val Asp Asn Thr Gly His He Lys Leu Ala Asp Leu Gly 
145 150 155 160 

Phe Ala Lys Arg Leu Val Glu Lys Asn Ala Asp Gly Asp Thr Val Ser 
165 170 I'S 

Gin Leu Thr Phe Ser He Val Gly Thr Pro Glu Tyr Leu Ala Pro Glu 
180 185 190 

He He Arg Ser Thr Gly His Asp Met Ser Ala Asp Trp Trp Ala Phe 
195 200 205 

Glv Val Leu He Tyr Glu Met Leu Thr Gly Ser Pro Pro Phe Phe Asp 
210 215 220 

Asp Asn Pro Asp Met Thr Cys Lys Lys He Leu Gly Gly Lys He Thr 
225 230 235 240 

Phe Ala Ser Gly Phe Asp Lys Ala Ala Lys Asp Leu He He Arg Leu 
245 250 255 

Leu Asn Pro Asp Lys Thr Arg Arg Leu Gly Ala Ser He Asn Asn Gly 
260 265 270 

Thr Ala Asp He Met Lys His Ala Phe Phe Ser Gly Val Asn Cys Leu 
275 280 285 

Gly Leu Arg Lys Lys Ser Gly Arg His Pro He Val Pro Lys Leu Thr 
290 295 300 
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Asp Pro Ala Asp Thr Ala Asn Tyr Glu Asp Tyr Leu Asp Glu Asn Gly 
305 310 315 320 

Asn Phe Glu Glu Asp Glu lie Asp Tyr Glu Asn Leu Arg Ser Asp Ala 
325 330 335 

Ala Glu Leu Gly Leu Ala Glu He Pro Gly Thr Gin Glu Glu Lys Asp 



Ala Leu Phe Val Gly Phe Lys 
355 

<210> 89 
<211> 1307 
<212> DNA 

<213> Giardia intestinalis 
<400> 89 

gcacgagctc tgctcatgga agatattcaa gtagaagcgt atccagagct atcttacaag 60 

gatctcaggc atataaagaa tattggttcg ggatccttcg gcagggtcac tcttgcacag 120 

cacattgaca caggaaagta ctacgccgtg aaggcaatgt ccaagcggaa gattattgcc 180 

cttcggcagg ttgctcacat taacaacgag tgtagtatct tgcgtgtcgt gaggtctccg 24 0 

tttatcatta ggcagtatgg aacctatcag gacgacaaga atgtatacat catcctggac 3 00 

ttcatccagg gcggcgagct tttctatcac ctacgcagat ataacaaatt tccactccaa 360 

gttgttaagt tctttgccgt cgagatcctc ctggcattgg ggtatttaca taatctgggc 420 

atcgcctatc gtgatctgaa gctagagaac gtcctcgttg acaacacagg ccatataaag 480 

cttgctgatc tggggtttgc taagcgcctg gtcgagaaga atgcagacgg ggatacggtg 540 

tcccaactta ctttcagtat cgtgggcacc ccagaatact tggcccccga aattatccga 600 

tcgaccgggc acgatatgtc tgcagattgg tgggccttcg gcgtcctcat atatgagatg 660 

ctaacagggt ctccgccctt cttcgatgac aatcctgata tgacctgtaa gaagatcctt 720 

gggggaaaga taacttttgc aagtgggttt gacaaggcag cgaaggacct gattatccgc 780 

ttactcaacc ctgacaaaac aaggagattg ggggcatcta taaacaacgg cacggcagac 840 

attatgaagc acgcattctt ctcaggggtc aattgtcttg gtttgagaaa aaagtcggga 900 

aggcacccca ttgtccctaa gctcacagac cctgccgaca ccgccaatta tgaagactat 960 

ctcgatgaga atggtaactt tgaagaggac gagatcgact acgagaatct acggagcgat: 102 0 

gcggccgagc tgggcctggc agagatacct gggactcagg aagaaaaaga cgccctgttt 1080 

gtgggattta aataggtgcg tgacccttga cataaaacaa aaccctacct tacttattaa 1140 

tcactcctta ctccttttgc tccctacgtt cttttctggc cgccttttgt ctagtggatc 1200 

gagagggtcc aggctaatat taacagcact tatcatctga tacagatgag cacgctgcct 1260 

tctttgaaca tgtaaaccga gactaaaaaa aaaaaaaaaa aaaaaaa 1307 
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<210> 90 
<211> 333 
<212> DNA 



<213> Trichlnella spiralis 



<220> 

<221> mis cofeature 

<222> (8) . . (8) 

<223> n is a, c, g, or t 

<220> 

<221> misc_f eature 

<222> (23).. (23) 

<223> n is a, c, g, or t 

<220> 

<221> misc_fea t ur e 

<222> (32).. (32) 

<223> n is a, c, g, or t 

<220> 

<221> mis cofeature 

<222> (48) . . (48) 

<223> n is a, c, g, or t 

<220> 

<221> misc_feature 

<222> (59) . . (59) 

<223> n is a, c, g, or t 

<400> 90 



caatttgncg 


aaatggcggt 


agnctgatat 


anaaaaatca 


caagtggntt 


ttctagcanc 


60 


cgattggatt 


gccgtgtatc 


agcggaagat 


cgaagctcca 


cttgtagcaa 


agtgtgcgac 


120 


atccgggcga 


cacttagcaa 


tgtttgacga 


aatacgaaga 


agaagcgttg cacatttcac 


180 


cggtggacaa 


atgtgtcaaa 


gaatttgctg 


atttttgaat 


ttatagactc 


gccgtggatt 


240 


tcaaatcttt 


tttgttagtc 


gtcgtattaa 


aaacagaaaa 


atattaataa 


taataataat 


300 


aagacaaaga 


gaggcaaatt 


cattttgcgg 


act 






333 



<210> 91 

<211> 351 

<212> PRT 

<213> Homo sapiens 

<400> 91 

Met Gly Asn Ala Ala Ala Ala Lys Lys Gly Ser Glu Gin Glu Ser Val 
15 10 15 

Lys Glu Phe Leu Ala Lys Ala Lys Glu Asp Phe Leu Lys Lys Trp Glu 
20 25 30 

Ser Pro Ala Gin Asn Thr Ala His Leu Asp Gin Phe Glu Arg lie Lys 
35 40 45 

Thr Leu Qly Thr Gly Ser Phe Gly Arg Val Met Leu Val Lys His Lys 
50 55 60 
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Glu Thr Gly Asn His Tyr Ala Met Lys He Leu Asp Lys Gin Lys Val 
65 70 75 80 

Val Lys Leu Lys Gin He Glu His Thr Leu Asn Glu Lys Arg He Leu 
85 90 95 

Gin Ala Val Asn Phe Pro Phe Leu Val Lys Leu Glu Phe Ser Phe Lys 
100 105 110 

Asp Asn Ser Asn Leu Tyr Met Val Met Glu Tyr Val Pro Gly Gly Glu 
115 120 125 

Met Phe Ser His Leu Arg Arg lie Gly Arg Phe Ser Glu Pro His Ala 
130 135 140 

Arg Phe Tyr Ala Ala Gin He Val Leu Thr Phe Glu Tyr Leu His Ser 
145 150 155 160 

Leu Asp Leu He Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu He Asp 
165 170 175 

Gin Gin Gly Tyr He Gin Val Thr Asp Phe Gly Phe Ala Lys Arg Val 
180 185 190 

Lys Gly Arg Thr Trp Thr Leu Cys Gly Thr Pro Glu Tyr Leu Ala Pro 
195 200 205 

Glu He He Leu Ser Lys Gly Tyr Asn Lys Ala Val Asp Trp Trp Ala 
210 215 220 

Leu Gly Val Leu He Tyr Glu Met Ala Ala Gly Tyr Pro Pro Phe Phe 
225 230 235 240 

Ala Asp Gin Pro He Gin He Tyr Glu Lys He Val Ser Gly Lys Val 
245 250 255 

Arg Phe Pro Ser His Phe Ser Ser Asp Leu Lys Asp Leu Leu Arg Asn 
260 265 270 

Leu Leu Gin Val Asp Leu Thr Lys Arg Phe Gly Asn Leu Lys Asn Gly 
275 280 285 

Val Asn Asp He Lys Asn His Lys Trp Phe Ala Thr Thr Asp Trp He 
290 295 300 

Ala He Tyr Gin Arg Lys Val Glu Ala Pro Phe He Pro Lys Phe Lys 
305 310 315 320 

Gly Pro Gly Asp Thr Ser Asn Phe Asp Asp Tyr Glu Glu Glu Glu He 
325 330 335 
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Arg val Ser lie Asn Glu Lys Cys Gly Lys Glu Phe Ser Glu Phe 

^ •^jir- QCA 



<210> 92 

<211> 2685 

<212> DNA 

<213> Homo sapiens 

<400> 92 ^ ^_ 

tcgggctgag gttcccgggc gggcgggcgc ggagagacgc gggaagcagg ggctgggcgg 60 

gggtcgcggc gccgcagcta gcgcagccag cccgagggcc gccgccgccg ccgcccagcg 120 

cgctccgggg ccgccggccg cagccagcac ccgccgcgcc gcagctccgg gaccggcccc 180 

ggccgccgcc gccgcgatgg gcaacgccgc cgccgccaag aagggcagcg agcaggagag 240 

cgtgaaagaa ttcttagcca aagccaaaga agattttctt aaaaaatggg aaagtcccgc 300 

tcagaacaca gcccacttgg atcagtttga acgaatcaag accctcggca cgggctcctt 360 

cgggcgggtg atgctggtga aacacaagga gaccgggaac cactatgcca tgaagatcct 420 

cgacaaacag aaggtggtga aactgaaaca gatcgaacac accctgaatg aaaagcgcat 480 

cctgcaagct gtcaactttc cgttcctcgt caaactcgag ttctccttca aggacaactc 540 

aaacttatac atggtcatgg agtacgtgcc cggcggggag atgttctcac acctacggcg 600 

gatcggaagg ttcagtgagc cccatgcccg tttctacgcg gcccagatcg tcctgacctt 660 

tgagtatctg cactcgctgg atctcatcta cagggacctg aagccggaga atctgctcat 720 

tgaccagcag ggctacattc aggtgacaga cttcggtttc gccaagcgcg tgaagggccg 780 

cacttggacc ttgtgcggca cccctgagta cctggcccct gagattatcc tgagcaaagg 840 

ctacaacaag gccgtggact ggtgggccct gggggttctt atctatgaaa tggccgctgg 900 

ctacccgccc ttcttcgcag accagcccat ccagatctat gagaagatcg tctctgggaa 960 

ggtgcgcttc ccttcccact tcagctctga cttgaaggac ctgctgcgga acctcctgca 102 0 

ggtagatctc accaagcgct ttgggaacct caagaatggg gtcaacgata tcaagaacca 1080 

caagtggttt gccacaactg actggattgc catctaccag aggaaggtgg aagctccctt 1140 

cataccaaag tttaaaggcc ctggggatac gagtaacttt gacgactatg aggaagaaga 1200 

aatccgggtc tccatcaatg agaagtgtgg caaggagttt tctgagtttt aggggcatgc 1260 

ctgtgccccc atgggttttc ttttttcttt tttctttttt ttggtcgggg gggtgggagg 1320 

gttggattga acagccagag ggccccagag ttccttgcat ctaatttcac ccccacccca 1380 

ccctccaggg ttagggggag caggaagccc agataatcag agggacagaa acaccagctg 1440 

ctccccctca tccccttcac cctcctgccc cctctcccac ttttcccttc ctctttcccc 1500 

acagcccccc agcccctcag ccctcccagc ccacttctgc ctgttttaaa cgagtttctc 1560 

aactccagtc agaccaggtc ttgctggtgt atccagggac agggtatgga aagaggggct 1620 

cacgcttaac tccagccccc acccacaccc ccatcccacc caaccacagg ccccacttgc 1680 

taagggcaaa tgaacgaagc gccaaccttc ctttcggagt aatcctgcct gggaaggaga 1740 



65/84 



wo 2004/001384 



PCTAJS2003/020041 



gatttttagt 


gacatgttca 


gtgggttgct 


tgctagaatt 


tttttaaaaa 


aacaacaatt: 


1800 


taaaatctta 


tttaagttcc 


accagtgcct 


ccctccctcc 


ttcctctact 


cccacccctc 


1860 


ccatgtcccc 


ccattcctca 


aatccatttt 


aaagagaagc 


agactgactt 


tggaaaggga 


1920 


ggcgctgggg 


tttgaacctc 


cccgctgcta 


atctcccctg 


ggcccctccc 


cggggaatcc 


1980 


tctctgccaa 


tcctgcgagg 


gtctaggccc 


ctttaggaag 


cctccgctct 


ctttttcccc 


2040 


aacagacctg 


tcttcaccct 


tgggctttga 


aagccagaca 


aagcagctgc 


ccctctccct 


2100 


gccaaagagg 


agtcatcccc 


caaaaagaca 


gagggggagc 


cccaagccca 


agtctttcct 


2160 


cccagcagcg 


tttcccccca 


actccttaat 


tttattctcc 


gctagatttt 


aacgtccagc 


2220 


cttccctcag 


ctgagtgggg 


agggcatccc 


tgcaaaaggg 


aacagaagag 


gccaagtccc 


2280 


cccaagccac 


ggcccggggt 


tcaaggctag 


agctgctggg 


gaggggctgc 


ctgttttact 


2340 


cacccaccag 


cttccgcctc 


ccccatcctg 


ggcgcccctc 


ctccagctta 


gctgtcagct 


2400 


gtccatcacc 


tctcccccac 


tttctcattt 


gtgctttttt 


ctctcgtaat 


agaaaagtgg 


2460 


ggagccgctg 


gggagccacc 


ccattcatcc 


ccgtatttcc 


ccctctcata 


acttctcccc 


2520 


atcccaggag 


gagttctcag 


gcctggggtg 


gggccccggg 


tgggtgcggg ggcgattcaa 


2580 


cctgtgtgct 


gcgaaggacg 


agacttcctc 


ttgaacagtg 


tgctgttgta aacatatttg 


2640 


aaaactatta 


ccaataaagt 


tttgtttaaa 


aaaaaaaaaa 


aaaaa 




2685 



<210> 93 

<211> 7 

<212> PRT 

<213> Mus mus cuius 

<400> 93 

Met Ala Ser Ser Ser Asn Asp 
1 5 

<210> 94 

<211> 912 

<212> DNA ' 

<213> Mus mus cuius 

<400> 94 



ccaagagggt 


cttcccaggc 


agctttgcct 


tttgcccagt 


caggccaaca 


gaagtttgaa 


60 


gsgttctatc 


tgcccctacc 


ctgcacccat 


tagtctgcag 


gttgagtttc 


tcttcctgtt 


120 


cccaccctat 


cactccctgg 


ctccctctac 


aggcagggct 


cccccccagg 


actggcagcc 


180 


aaactgctgc 


agcagatctt 


atgaggcttc 


cgagccaccg 


taatgctagt 


gccctgagaa 


240 


agactgagtg 


atggcttcca 


gctccaacga 


tggtgaggct 


gagccctgtt 


gttatagcaa 


300 


cttcctagac 


actgtctgcc 


ccttaagtca 


gggaggggct 


gtgatggggg 


ctgaggggag 


360 


caggtggaga 


gaaggagtct 


gtggaccctt 


aagtatccct 


ggaaatgcct 


ccattcctaa 


420 


aatcctgggc 


tagaaaacct 


gaggaagaag 


aacaggggga 


tgaatggtcc 


atttcagacc 


480 


aaagcagatg 


gtctacccgg 


agtagggctc 


cagctgggac 


aggggatgga gtagtcccac 


540 
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ccagctttgg 


gattcagacc 


agaagaaaga 


taggtccacc 


ttagacctgg 


gtacagtaga 


600 


gtttgcttga 


taccctgaac 


cctgcctgga gatagaggga acctagtgtt 


gggggggtcc 


660 


ccctcaaact 


g^gggtatag 


tgcagtacac 


tcttgcctgc 


tgctgtgacc 


ccatatctga 


720 


atccaaggtg 


atttccatgt 


cttgccgtgg 


cactggcttt 


cctagaggtg 


tctggagttt 


780 


tcgtagcaca 


tcaaatccag 


agagtggagg 


ccaatagcac 


cctttccttt 


caaatgagag 


840 


acatgggctc 


taccggctag 


cagcttaggc 


tatcctctct 


gtccacttcc 


tgttggtggc 


900 


aggcgtccat 


gg 










912 



<210> 95 

<211> 31 

<212> PRT 

<213> Homo sapiens 

<400> 95 

Met Ala Ser Asn Ser Ser Asp Val Lys Glu Phe Leu Ala Lys Ala Lys 
15 10 15 

Glu Asp Phe Leu Lys Lys Trp Glu Ser Pro Ala Gin Asn Thr Ala 
20 25 30 

<210> 96 

<211> 120 

<212> DNA 

<213> Homo sapiens 

<400> 96 

ggtgccctga gaacaggact gagtgatggc ttccaactcc agcgatgtga aagaattctt 60 
agccaaagcc aaagaagatt ttcttaaaaa atgggaaagt cccgctcaga acacagccca 120 

<210> 97 
<211> 472 
<212> PRT 

<213> Blumeria graminis 
<400> 97 

Met Pro Thr Phe Gly Phe Leu Lys Lys Arg Lys Lys Val Ser Leu Gly 
15 10 15 

His Arg Asp Leu Asp Ser Pro Ala Ser Thr Leu Ser Gin Pro Ala Ser 
20 25 30 

Pro lie Thr Pro Ser Thr Ser Arg Gly Leu Gly Glu Pro lie Asp Thr 
35 40 45 

Thr Ser Ser Lys lie Thr Ser Pro Gly Gin Lys Leu Gly Ser Asn lie 
50 .55 60 

Thr Lys Asp His Arg Gly Thr Arg Thr Thr Val Glu Asp Leu Pro Ser 
65 70 75 80 
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Met Thr Asp Val Ser His Leu Gin Gin Ala Tyr Arg Asn Leu Ser Gin 
85 90 95 

Glv ser Thr Ala Ser Lys Ser Asn Leu Leu Thr lie His Asn Leu lie 
100 105 110 

Asn Pro Pro Gin His Asp Gly Ala Gly Gin Ser Lys Val Met Pro Glu 
115 120 125 

Lys His Met Asn Asn Lys Thr Glu Arg Pro Val Gin Gly Lys Ala Ala 
130 135 140 



Val Ala Gin Val Arg Gin Thr Lys Gly Lys Tyr Ser Leu Ser Asp Phe 
145 150 155 160 

Glu He Leu Arg Thr Leu Gly Thr Gly Ser Phe Gly Arg Val His Leu 
165 170 175 

Val Gin Ser Lys His Asn Gin Arg Phe Tyr Ala Val Lys Val Leu Lys 
ISO 185 190 

Lys Gin Gin Val Val Lys Met Lys Gin Val Glu His Thr Asn Asp Glu 
195 200 205 

Arg Ser Met Leu Gin Glu Val Lys His Pro Phe Leu He Thr Leu Trp 
210 215 220 

Glv Thr Phe Gin Asp Ser Lys Asn Leu Tyr Met Val Met Asp Phe Val 
225 230 235 240 

Glu Gly Gly Glu Leu Phe Ser Leu Leu 2^g Lys Ser Gin Arg Phe Pro 
245 250 255 

Asn Pro Val Ala Lys Phe Tyr Ala Ala Glu Val Thr Leu Ala Leu Glu 
260 265 270 

Tyr Leu His Lys Lys Asp He He Tyr Arg Asp Leu Lys Pro Glu Asn 
275 280 285 

Leu Leu Leu Asp Arg His Gly His Leu Lys He Thr Asp Phe Gly Phe 
290 295 300 

Ala Lys Lys Val Thr Asp He Thr Trp Thr Leu Cys Gly Thr Pro Asp 
305 310 315 320 

Tyr Leu Ala Pro Glu Val Val Ser Ser Lys Gly Tyr Asn Lys Ser Val 
325 330 335 

AsD Trp Arg Trp Ser Leu Gly He Leu He Phe Glu Met Leu Cys Gly 
340 345 350 
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Tyx Thr Pro Phe Trp Asp Asn Gly Ser Pro Met Lys lie Tyr Qlu Asn 
355 360 365 

lie Leu Lys Gly Arg Val Lys Tyr Pro Pro Tyr lie His Pro Asp Ala 
370 375 380 

Gin Asp Leu lie Gin Arg Leu lie Thr Ala Asp Leu Thr Lys Arg Leu 
385 390 395 400 

Gly Asn Leu His Gly Gly Ala Glu Gly lie Lys Ser His Gin Trp Phe 
405 410 415 

Ala Glu Val Thr Trp Glu Arg Leu Ala Lys Lys Asp lie Asp Ala Pro 
420 425 430 

Tyr Val Pro Pro Val Lys Ala Gly Ser Gly Asp Ala Ser Gin Phe Asp 
435 440 445 

Lys Tyr Pro Glu Glu Thr Glu Arg Tyr Gly Gin Thr Gly Pro IVsp Glu 
450 455 460 

His Gly Ser Leu Phe Glu Asn Phe 



<210> 98 
<211> 1573 
<212> DNA 

<213> Blumeria graminis 
<400> 98 

atgccgacat ttggattttt gaagaagcgg aaaaaggtgt cattgggtca cagggacctt 60 

gattctcctg cttcgacact tagtcaacct gctagtccga ttaccccatc tacctcccga 120 

ggtctcggtg aacccattga tacaacttca tcgaaaatca cgtcgcctgg ccaaaaactc 180 

ggttctaaca tcacaaaaga tcatcgggga acacgaacta ctgtggagga tttaccttcg 240 

atgacagacg tatcacatct ccaacaagct taccgaaact tatcacaggg atctacagca 3 00 

agtaaaagca accttctaac cattcataac ctcatcaatc ccccgcagca cgacggggca 360 

ggtcagtcaa aagtcatgcc agaaaaacac atgaacaata aaaccgaacg cccagttcag 420 

ggcaaagcag cagtggctca agtcagacag actaagggga agtactcgtt gagcgatttt 480 

gaaatattgc gtactcttgg gacaggtagt ttcggtaggg ttcatctggt tcaatcaaag 540 

cataatcaaa ggttttacgc cgtgaaagta ttgaaaaagc agcaagtagt aaaaatgaag 600 

caagtagagc atacaaatga cgaacgaagt atgttacaag aagtcaagca tcctttcctg 660 

ataactttat ggggaacttt ccaagattca aaaaatctat atatggttat ggatttcgtc 720 

gaaggtggcg aactcttttc tctattgcga aaatcgcagg tataataaca accctcagat 780 

tctatggaag tatctgctaa ttttccaagc gattcccaaa tccagtggcc aagttttacg 840 

ccgctgaagt cacattagct ctcgaatacc tgcacaaaaa agacattatt tatcgagatt 900 
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tgaagccgga gaatttactt ctcgatcgtc acggacatct aaagattact gattttgggt 960 

ttgcaaagaa ggtaactgat atcacatgga cactctgtgg tacaccagat tacttagcgc 1020 

ctgaagtggt ttcgagtaaa ggctataata aatcagtcga ttggtgagtc ccactttaag 1080 

aaacaaaaac gctccgtcta atatatacat gaggtggtcg ctaggcatat taatattcga 1140 

aatgctttgt ggctatacgc ccttctggga taatggctca ccaatgaaaa tttatgaaaa 1200 

tattctcaag ggtcgcgtca agtaccctcc atatattcac ccagatgcac aagatctcat 1260 

tcaacgactt ataactgccg atcttaccaa gcggttagga aatctacatg gtggtgctga 1320 

aggaattaaa agccaccagt ggtttgctga agtaacctgg gaaagattag cgaaaaaaga 1380 

catagatgca ccatatgtgc caccggtcaa ggcagggtct ggtgatgcaa gtcagtttga 1440 

caaatatcct gaagagacgg aacggtacgg gcagacagga ccagacgaag ttttgttccc 1500 

cgtaaatcac aacagcttat atttgggttt actgacaaag cttagacacg gaagcttgtt 1560 

tgaaaacttc tga 1573 

<210> 99 

<211> 360 

<212> PRT 

<213> Homo sapiens 

<400> 99 

Met Ala Ala Pro Ala Ala Ala Thr Ala Met Gly Asn Ala Pro Ala Lye 
15 10 15 

Lys Asp Thr Glu Gin Glu Glu Ser Val Asn Glu Phe Leu Ala Lys Ala 
20 25 30 

Arg Gly Asp Phe Leu Tyr Arg Trp Gly Asn Pro Ala Gin Asn Thr Ala 
35 40 45 

Ser Ser Asp Gin Phe Glu Arg Leu Arg Thr Leu Gly Met Gly Ser Phe 
50 55 60 

Gly Arg Val Met Leu Val Arg His Gin Glu Thr Gly Gly His Tyr Ala 
€5 70 75 80 



Met Lys lie Leu Asn Lys Gin Lys Val Val Lys Met Lys Gin Val Glu 
85 90 95 

His lie Leu Asn Glu Lys Arg lie Leu Gin Ala He Asp Phe Pro Phe 
100 105 110 

Leu Val Lys Leu Gin Phe Ser Phe Lys Asp Asn Ser Tyr Leu Tyr Leu 
115 120 125 

Val Met Glu Tyr Val Pro Gly Gly Glu Met Phe Ser Arg Leu Gin Arg 
130 135 140 
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Val Gly Arg Phe Ser Glu Pro His Ala Cys Phe Tyr Ala Ala Gin Val 
145 150 155 160 

Val Leu Ala Val Gin Tyr Leu His Ser Leu Asp Leu lie His Arg Asp 
165 170 175 

Leu Lys Pro Glu Asn Leu Leu lie Asp Gin Gin Gly Tyr Leu Gin Val 
180 185 190 

Thr Asp Phe Gly Phe Ala Lys Arg Val Lys Gly Arg Thr Trp Thr Leu 
195 200 205 

Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu lie lie Leu Ser Lys Gly 
210 215 220 

Tyr Asn Lys Ala Val Asp Trp Trp Ala Leu Gly Val Leu He Tyr Glu 
225 230 235 240 

Met Ala Val Gly Phe Pro Pro Phe Tyr Ala Asp Gin Pro He Gin He 
245 250 255 

Tyr Glu Lys He Val Ser Gly Arg Val Arg Phe Pro Ser Lys Leu Ser 
260 265 270 

Ser Asp Leu Lys Asp Leu Leu Arg Ser Leu Leu Gin Val Asp Leu Thr 
275 280 285 

Lys Arg Phe Gly Asn Leu Arg Asn Gly Val Gly Asp He Lys Asn His 
290 295 300 

Lys Trp Phe Ala Thr Thr Ser Trp He Ala He Tyr Glu Lys Lys Val 
305 310 315 320 

Glu Ala Pro Phe He Pro Lys Tyr Thr Gly Pro Gly Asp Ala Ser Asn 
325 330 335 

Phe Asp Asp Tyr Glu Glu Glu Glu Leu Arg He Ser He Asn Glu Lys 
340 345 350 

Cys Ala Lys Glu Phe Ser Glu Phe 
355 360 

<210> 100 

<211> 1635 

<212> DNA 

<213> Homo sapiens 

<400> 100 

ctcccgtagt cgtagttccc gtagtatggc ggcccctgcc gccgccaccg ccatgggcaa 60 
cgcccccgcc aagaaggaca ccgagcagga ggagagcgtg aacgagttcc tagccaaagc 120 
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cagaggagat: 


ttcctctaca 


gatggggaaa 


ccccgctcaa 


aacaccgcca 


gctcggatca 


180 


gttcgaacgg 


ctcaggacgc 


tgggcatggg 


ctccttcggg 


cgggtgatgc 


tggtgaggca 


240 


ccaggagacc 


ggcggccact 


acgccatgaa 


gatcctcaac 


aagcagaagg 


tggtgaagat 


300 


gaagcaggtc 


gagcacatac 


tgaacgagaa 


gcgcatcctg 


caggcgatcg 


actttccgtt 


360 


cctcgtcaag 


ctccagttct 


cctttaagga 


caactcctac 


ctgtacctgg 


tgatggagta 


420 


cgtgccgggt 


ggggagatgt 


tctcccgcct 


acagcgcgtc 


ggaaggttta 


gcgagcccca 


480 


tgcctgtttc 


tatgccgccc 


aggtcgtcct 


ggccgtccag 


tacctacact 


cgctcgacct 


540 


catccaccgc 


gacctgaagc 


ccgagaatct 


cctcatcgac 


cagcagggct 


acctgcaggt 


600 


gacggacttc 


ggtttcgcca 


agcgcgtgaa 


gggccgcact 


tggaccttgt 


gcgggacccc 


660 


agagtacctg 


gcccccgaga 


tcatcctgag 


caaaggctac 


aacaaggccg 


tggactggtg 


720 


ggccctaggg 


gtgctcatct 


atgagatggc 


cgtgggcttc 


ccacccttct 


acgccgacca 


780 


gcccatccag 


atctacgaga 


agatcgtctc 


tgggagggtg 


cggtttccct 


ccaaactcag 


840 


ctcfcgacctc 


aaggatctgc 


tgcggagcct 


gctgcaggbg 


gacctcacca 


agcgcttcgg 


900 


aaacctcagg 


aacggggttg 


gcgacatcaa 


gaaccacaag 


tggttcgcca 


caaccagctg 


960 


gatcgccatc 


tatgagaaga 


as^tggaagc 


tcccttcatc 


ccgaagtaca 


caggccctgg 


1020 


ggatgccagt 


aactttgacg 


actacgagga 


ggaagagctc 


cggatctcca 


tcaatgagaa 


1080 


gtgtgccaag 


gagttttctg 


agttttiaggg 


gtgtgcttgt 


gcccctgtgg 


ttttctttcc 


1140 


tttttgtttt 


tggtQQtttg 


gggga>t:Qgga 


gggttggatt 


gaacagccag 


agggccccag 


1200 


agttccttgk 


atctaatttc 


atcctcaccc 


acctccaggg 


ttgggggagc 


aggaagccca 


1260 


gatatttgga 


ggaacagaaa 


caccagctgc 


tccctcaccc 


ccccccatgc 


cttcctggtc 


1320 


cctctgtgct 


tctctctttc 


tcctccacag 


gtcccccttg 


ccccagcccc 


cttctgcctg 


1380 


ttttaaacga 


gtttctcagc 


tctattcagg 


ccaggtcttg 


ctgttgtatc 


aagggacacg 


1440 


gtgtggaaag 


aggggctcaa 


act^t^aactcc 


agccctgaac 


aggcaccact 


tactaagaga 


"1 c rt n 

X3UU 


ggatgaatga 


aaagcacacc 


taccctttgg 


cgtaatcctg 


cctgggaagg 


agagaggttt 


1560 


agtgccatgt 


tcagtgggct 


gtttgctaga 


ataaaaaatt 


aaaacaaaaa 


acaattaaaa 


1620 


tcttatttaa 


gttcc 










1635 



<210> 101 

<211> 337 

<212> PRT 

<213> Ascaris suum 

<400> 101 

Met Glu Asn Arg Glu Gin Glu Glu lie Glu Pro Cys Val Ser lie Thr 
15 10 15 

lie Asp Pro Asn Asn Asn Lys Leu Asn Val Asp Asp Phe Asp Arg lie 
20 25 30 
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Cys Thr He Gly Thr Gly Ser Phe Gly Arg Val Tyr Leu Val Gin His 
35 40 45 

Arg Ala Ser Glu Gin Tyr Phe Ala Leu Lys Lys Met Ala He Arg Glu 
50 ' 55 60 

Val Val Ser Met Arg Gin Thr Glu His Val His Ser Glu Lys Arg Leu 
65 70 75 80 

Leu Ser Arg Leu Ser His Pro Phe He Val Lys Met Tyr Cys Ala Ser 
85 90 95 

Trp Asp Lys Tyr Asn Leu Tyr Met Leu Phe Glu Tyr Leu Ala Gly Gly 
100 105 110 

Glu Leu Phe Ser Tyr Leu Arg Ala Ser Arg Thr Phe Ser Asn Ser Met 
115 120 125 

Ala Arg Phe Tyr Ala Ala Glu He Val Cys Ala Leu Gin Tyr Leu His 
130 135 14,0 

Ser Lys Asn He Ala Tyr Arg Asp Leu Lys Pro Glu Asn Leu Met Leu 
145 150 155 160 

Asn Lys Glu Gly His Leu Lys Met Thr Asp Phe Gly Phe Ala Lys Glu 
.165 170 175 

Val He Asp Arg Thr Trp Thr Met Cys Gly Thr Pro Glu Tyr Leu Ala 
180 185 190 

Pro Glu Val He Gly Asn Lys Gly His Asp Thr Ala Val Asp Trp Trp 
195 200 205 

Ser Leu Gly Val Leu He Tyr Glu Met Met He Gly He Pro Pro Phe 
210 215 220 . 

Arg Gly Lys Thr Leu Asp Glu He Tyr Glu Lys He He Leu Gly Lys 
225 230 235 240 

Leu Arg Phe Thr Arg Ser Phe Asp Leu Phe Ala Lys Asp Leu Val Lys 
245 250 255 

Lys Leu Leu Gin Val Asp Arg Thr Gin Arg Leu Gly Asn Gin Lys Asp 
260 265 270 

Gly Ala Ala Asp Val Met Asn His Lys Trp Phe Thr Asp He Asp Trp 
275 280 285 

Asp Asp Val Gin Asn Met Lys Leu Thr Pro Pro He He Pro Thr Leu 
290 295 300 
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Tyr Ser Asn Gly Asp Thr Gly Asn Phe Asp Ser Tyr Asp Glu Cys Ser 
305 310 315 320 

Asp Asp Glu He Ala Ala Pro Gin His Glu Leu Glu I#eu Phe Glu Asp 
325 330 335 

Trp 



<210> 102 

<211> 1336 

<212> DNA 

<213> Ascaris suum 

<400> 102 

ctgcagtctg tgacattccg ccgagagggt ttaattaccc aagtttgagc gcgacaccgg 60 

agtggtttaa gccttaaaga ggcaaattcg ccgatagttt tacgagcgat attttacgct 120 

atcatatcgg tgaattgtaa ttctcggcaa tggagaatcg agaacaagaa gaaattgaac 180 

catgtgtttc aatcactatc gatccaaaca ataacaaact taacgtcgat gattttgatc 240 

ghatttgcac tatcggaacg ggatcgtttg gtcgagtata tcttgtgcag catcgtgctt 300 

ctgagcaata ttttgcgctt aagaaaatgg ccattcgaga ggtggtctcg atgcgtcaaa 360 

ccgagcatgt ccactccgag aagagactgc tgtcgcgtct ttcccatccc ttcatcgtta 420 

aaatgtattg cgcttcgtgg gacaaataca atctctacat gctattcgag tatctagcag 480 

gtggagagct gttctcatac ttgcgtgcct cgcgaacttt ctcgaactca atggctcgtt 540 

tctacgcagc tgaaattgtc tgcgcacttc aatacttaca ctcgaaaaat atcgcttatc 600 

gtgatttgaa accggaaaat ttaatgctaa ataaagaggg acatctcaaa atgactgatt 660 

tcggtttcgc aaaagaagtt attgacagaa catggacaat gtgtggtact ccggagtact 720 

tagcacctga ggtgatcggc aataaaggac acgatacagc ggtcgattgg tggtcattgg 780 

gtgttctcat ctatgagatg atgatcggta taccaccgtt tcgtggtaaa actcttgacg 840 

agatctacga aaaaatcatt ttgggcaaac ttcgcttcac tcgctcgttt gatttatttg 900 

ctaaggatct tgtgaagaag ttgctacaag tggatcgtac acaacgatta gggaatcaga 960 

aggatggtgc agctgatgta atgaatcata aatggttcac cgatatcgat tgggatgatg 1020 

tacaaaatat gaagcttacc cctccaatca ttccgacatt atattcaaac ggagatacgg 1080 

gcaatttcga ttcttatgat gaatgcagcg atgatgaaat tgcagcacct caacatgagc 1140 

tcgaactatt cgaagactgg tgatacattg tatatgtgct gtgtgtgcat tatgtatgta 1200 

tatatatcca ctccctgtcg cactcattaa ccatctttta gaaattatgt tctcatcaca 1260 

ttgtgttctt atttacacca acaaataaca tgcgcatgcg catgttcgag tactgctaaa 1320 

aattttgtgt agaccc 1336 

<210> 103 
<211> 334 
<212> PRT 
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<213> Rattus norvegicus 
<400> 103 

Glu Phe lieu Ser Lys Ala Lys Glu Asp Phe Leu Arg Lys Trp Glu Asn 
15 10 . 

Pro Pro Pro Ser Asn Ala Gly Leu Glu Asp Phe Glu Arg Lys Lys Thr 
20 25 30 

Leu Gly Thr Gly Ser Phe Gly Arg Val Met Leu Val Lys His Lys Ala 
35 40 45 

Thr Glu Gin Tyr Tyr Ala Met Lys He Leu Asp Lys Gin Lys Val Val 
50 55 60 

Lvs Leu Lys Gin He Glu His Thr Leu Asn Glu Lys Arg He Leu Gin 
65 70 75 80 

Ala Val Glu Phe Pro Phe Leu Val Gly Leu Glu Tyr Ser Phe Lys Asp 
85 90 95 

Asn Ser Asn Leu Tyr Met Val Met Glu Tyr Val Pro Gly Gly Glu Met 
100 105 110 

Phe Ser His Leu Arg Arg He Gly Arg Phe Ser Glu Pro His Ala Arg 
115 120 125 

Phe Tyr Ala Ala Gin He Val Leu Thr Phe Glu Tyr Leu His Ser Leu 
130 135 140 

ASP Leu He Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu He Asp His 
145 150 155 160 

Gin Gly Tyr He Gin Val Thr Asp Phe Gly Phe Ala Lys Arg Val Lys 
165 170 175 

Glv Arg Thr Trp Thr Phe Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu 
180 185 190 

He He Leu Ser Lys Gly Tyr Asn Lys Ala Val Asp Trp Trp Ala Leu 
195 200 205 

Gly Val Leu He Tyr Glu Met Ala Ala Gly Tyr Pro Pro Phe Phe Ala 
210 215 220 

Asp Gin Pro He Gin He Tyr Glu Lys He Val Ala Gly Lys Val Arg 
225 230 235 240 

Phe Pro Ser His Phe Ser Ser Asp Leu Lys Asp Leu Leu Arg Asn Leu 
245 250 255 
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Leu Gin Val Asp Leu Thr Lys Arg Phe Gly Asn Leu Lys Asp Gly Val 
260 265 270 

Asn Asp He Lys Asn His Lys Trp Phe Ala Thr Thr Glu Trp He Ala 
275 280 285 

He Tyr Pro Arg Lys Val Glu Ala Pro Phe He Pro Lys Phe Lys Gly 
290 295 300 

Phe Gly Asp Thr Ser Asn Phe Asp Asp Tyr Glu Glu Glu Glu He Arg 
305 310 315 320 

Val Arg He Thr Glu Lys Cys Gly Lys Glu Phe Ser Glu Phe 
325 330 

<210> 104 
<211> 1002 
<212> DNA 

<213> Rattus norvegicus 



<400> 104 



gaattcctat 


ccaaagccaa agaagacttt 


ctgaggaaat 


gggagaaccc 


tcccccgagt 


O \J 


aatgctgggc 


ttgaggattt 


tgaaaggaaa 


aaaaccttgg gaacgggttc 


cttcggaaga 


120 


gtcatgctgg 


taaagcataa 


ggccactgag 


cagtactacg ccatgaagat 


cttagacaag 


180 


cagaaggtcg 


ttaagctaaa gcaaatagag 


cacactctga 


atgagaagag 


aatcctgcag 


240 


gcagtggagt 


tcccgttcct 


tgttgggctg 


gagtattctt 


ttaaggataa 


ttctaattta 


300 


tacatggtta 


tggaatacgt 


tcctgggggg 


gaaatgtttt 


cacatctaag 


aagaattgga 


360 


aggttcagtg 


aaccccatgc 


tcgtttctat 


gcagctcaga 


tcgtgctaac 


atttgagtac 


420 


ctccattccc 


tcgacctcat 


ctacagagat 


ctcaagccgg 


aaaacctctt 


aattgaccac 


480 


cagggttaca 


tccaggtcac 


agattttggg 


ttcgccaaga 


gagtcaaggg 


caggacttgg 


540 


acattctgtg 


gcaccccaga 


gtacctggcc 


ccagagatca 


tcctcagcaa gggttacaat 


600 


aaggcagtgg 


actggtgggc 


attgggtgta 


ctgatctacg 


agatggctgc 


tggctacccc 


660 


ccgttctttg 


ctgaccagcc 


aattcagatt 


tatgagaaga 


ttgttgccgg 


aaaggtccgc 


720 


ttcccgtcgc 


acttcagttc 


cgatctcaag 


gaccttctgc 


ggaatctgct 


gcaggtggat 


780 


ctcaccaagc 


gctttggaaa 


ccttaaggac 


ggggttaatg 


acatcaaaaa 


ccacaagtgg 


840 


tttgctacta 


ccgaatggat 


cgcgatttac 


ccgagaaagg 


ttgaggctcc 


tttcatacca 


900 


aaattcaaag 


gctttggcga 


tacatctaac 


ttcgatgact 


atgaagaaga 


agagatccga 


960 


gtccgtataa 


cagaaaaatg tggaaaggag 


ttttctgaat 


tt 




1002 



<210> 105 

<211> 207 

<212> PRT 

<213> Homo sapiens 

<400> 105 
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Glu Phe Leu Ala Lys Ala Lys Glu Asp Phe Leu Lys Lys Trp Glu Ser 
15 10 15 

Pro Ala Gin Asn Thr Ala His Leu Asp Gin Phe Glu Arg He Lys Thr 
20 25 30 

Leu Gly Thr Gly Ser Phe Gly Arg Val Met Leu Val Lys His Lys Glu 
35 40 45 

Thr Gly Asn His Tyr Ala Met Lys He Leu Asp Lys Gin Lys Val Val 
50 55 60 

Lys Leu Lys Gin He Glu His Thr Leu Asn Glu Lys Arg He Leu Gin 
65 70 . 75 80 

Ala Val Asn Phe Pro Phe Leu Val Lys Leu Glu Phe Ser Phe Lys Akp 
85 90 95 

Asn Ser Asn Leu Tyr Met Val Met Glu Tyr Val Pro Gly Gly Glu Met 
100 105 110 

Phe Ser His Leu Arg Arg He Gly Arg Phe Ser Glu Pro His Ala Arg 
115 120 125 

Phe Tyr Ala Ala Gin He Val Leu Thr Phe Glu Tyr Leu His Ser Leu 
130 135 140 

Asp Leu He Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu He Asp Gin 
145 150 155 160 

Gin Gly Tyr He Gin Val Thr Asp Phe Gly Phe Ala Lys Arg Val Lys 
165 170 175 

Gly Arg Thr Trp Thr Leu Cys Gly Thr Pro Glu Tyr Leu Ala Pro Glu 
180 185 190 

He He Leu Ser Lys Val Gly Ala Ser Pro Ala Leu Pro Phe Pro 
195 200 205 



<210> 106 
<211> 936 
<212> DNA 
<213> Homo sapiens 












<400> 106 
gaattcttag 


ccaaagccaa 


agaagatttt 


cttaaaaaat 


gggaaagtcc 


cgctcagaac 


60 


acagcccact 


tggatcagtt 


tgaacgaatc 


aagaccctcg 


gcacgggctc 


cttcgggcgg 


120 


gtgatgctgg 


tgaaacacaa 


ggagaccggg 


aaccactatg 


ccatgaagat 


cctcgacaaa 


180 


cagaaggtgg 


tgaaactgaa 


acagatcgaa 


cacaccctga 


atgaaaagcg 


catcctgcaa 


240 


gctgtcaact 


ttccgttcct 


cgtcaaactc 


gagttctcct 


tcaaggacaa 


ctcaaactta 


300 


tacatggtca 


tggagtacgt 


gcccggcggg 


gagatgttct 


cacacctacg 


gcggatcgga 


360 
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aggttcagtg 


agccccatgc 


ccgtttctac 


gcggcccaga 


tcgtcctgac 


ctttgagtat 


420 


ctgcactcgc 


tggatctcat 


ctacagggac 


ctgaagccgg 


agaatctgct 


cattgaccag 


480 


cagggctaca 


ttcaggtgac 


agacttcggt 


ttcgccaagc 


gcgtgaaggg 


ccgcacttgg 


540 


accttgtgcg 


gcacccctga 


gtacctggcc 


cctgagatta 


tcctgagcaa 


agtaggagcc 


600 


tccccagccc 


tccccttccc 


ctgaggccgg 


ctctgctctc 


ctgctctcgc 


ctcctcctca 


660 


ccctgtgccc 


ccccatcttg 


ctccagggct 


acaacaaggc 


cgtggactgg 


tgggccctgg 


720 


gggttcttat 


ctatgaaatg gccgctggct 


acccgccctt 


cttcgcagac 


cagcccatcc 


780 


agatctatga 


gaagatcgtc 


tctgggaagg 


tgaggtccgg 


atgtgggaca 


cagccctgga 


840 


agaaacagac 


cgttccctgc 


tcacccatcc 


tattccctgg 


ggagccctgc 


ttgttgtcag 


900 


aataatctag 


aagttcctta 


aaaaaaaaaa 


aaaaaa 






936 


<210> 107 
<211> 377 
<212> DNA 

<213> Aplysia calif ornica 










<400> 107 
tacgcactgg 


aaaataattc 


agctgtcaaa 


tatctgttac 


tatcgtgtta 


cagccaaaag 


60 


ctcgtttaaa 


ttgtcatttt 


tcaaatcatt 


ttaggatttt 


gaaattgttt 


ttattcattt 


120 


tgagttcagg 


aagaatgtaa 


tgaaatatca 


ctacccggaa 


cgaccgtgtt 


tcttgcattg 


180 


attcggtaat 


aaacatttct 


cagttctgag 


agaagaggtg 


ttagtattgt 


ttgtggcttt 


240 


cgtgttgcgt gcgtggacta ggattcttat 


cgggattaca 


cttctgtttt 


tcaaactaac 


300 


gggattatct 


gctcagcacc 


tgtttgtgca 


gtcaaacact 


atcagattgg 


a99t9cagta 


360 


gcagttacac 


tcaggat 










377 



<210> 108 
<211> 67 
<212> PRT 

<213> Aplysia californica 
<400> 108 

Met Ala Asp lie lie His Lys Leu Phe Gly Gin Lys His Gly Lys His 
15 10 15 

Ser Asp Gin Gly Ala Lys Ser Ser Asp Gly Glu Gly Tyr Thr Lys Gin 
20 25 30 

Gin His Glu Phe Phe Lys Glu Phe Leu Ala Arg Ala Lys Glu Glu Phe 
35 40 45 

Gin Asn Lys Trp Asp His Pro Pro Ala Ser Thr Ser Cys Leu Asp Asp 
50 55 60 

Phe Asp Arg 
65 
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<210> 109 
<211> 343 
<212> DNA 

<213> Aplysia calif omica 
<400> 109 

ctgcagcaac aacaactgct acaacaacaa cgtgttcaaa cgtttcggag gattattcac 60 
taccgacacg gaggaagcaa ctgcgccgtt gattggattt gaaccccgaa cctttcagaa 120 
tcggggtggt tgagcgaccg aaatggctga tattattcac aagttgttcg gtcagaaaca 180 
tggaaagcat tcggatcagg gagccaagtc gtctgatgga gaaggctaca ccaaacagca 240 
gcacgagttc ttcaaagaat tcttggccag agccaaagag gaatttcaga acaaatggga 300 
tcacccacca gcaagcacat catgcttaga cgacttcgac aga 343 

<210> 110 

<211> 351 

<212> PRT 

<213> Mus musculus 

<400> 110 

Met Gly Asn Ala Ala Ala Ala Lys Lys Gly Ser Glu Gin Glu Ser Val 
15 10 15 

Lys Glu Phe Leu Ala Lys Ala Lys Glu Asp Phe Leu Lys Lys Trp Glu 
20 25 30 

Thr Pro Ser Gin Asn Thr Ala Gin Leu Asp Gin Phe Asp Arg He Lys 
35 40 45 

Thr Leu Gly Thr Gly Ser Phe Gly Arg Val Met Leu Val Lys His Lys 
50 55 60 

Glu Ser Gly Asn His Tyr Ala Met Lys He Leu Asp Lys Gin Lys Val 
65 70 75 80 

Val Lys Leu Lys Gin He Glu His Thr Leu Asn Glu Lys Arg He Leu 
85 90 95 



Gin Ala Val Asn Phe Pro Phe Leu Val Lys Leu Glu Phe Ser Phe Lys 
100 105 110 

Asp Asn Ser Asn Leu Tyr Met Val Met Glu Tyr Val Ala Gly Gly Glu 
115 120 125 

Met Phe Ser His Leu Arg Arg He Gly Arg Phe Ser Glu Pro His Ala 
130 135 140 

Arg Phe Tyr Ala Ala Gin He Val Leu Thr Phe Glu Tyr Leu His Ser 
145 150 155 160 
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Leu Asp Leu He Tyr Arg Asp Leu Lys Pro Glu Asn Leu Leu He Asp 
165 170 175 

Gin Gin Gly Tyr He Gin Val Thr Asp Phe Gly Phe Ala Lys Arg Val 
180 185 190 

Lys Gly Arg Thr Trp Thr Leu. Cys Gly Thr Pro Glu Tyr Leu Ala Pro - 
195 200 205 

Glu He He Leu Ser Lys Gly Tyr Asn Lys Ala Val Asp Trp Trp Ala 
2X0 215 220 

Leu Gly Val Leu He Tyr Glu Met Ala Ala Gly Tyr Pro Pro Phe Phe 
225 230 235 240 

Ala Asp Gin Pro He Gin He Tyr Glu Lys He Val Ser Gly Lys Val 
245 250 255 

Arg Phe Pro Ser His Phe Ser Ser Asp Leu Lys Asp Leu Leu Arg Asn 
260 265 270 

Leu Leu Gin Val Asp Leu Thr Lys Arg Phe Gly Asn Leu Lys Asn Gly 
275 280 285 

Val Asn Asp He Lys Asn His Lys Trp Phe Ala Thr Thr Asp Trp He 
290 295 300 

Ala He Tyr Gin Arg Lys Val Glu Ala Pro Phe He Pro Lys Phe Lys 
305 310 315 320 

Gly Pro Gly Asp Thr Ser Asn Phe Asp Asp Tyr Glu Glu Glu Glu He 
325 330 335 

Arg Val Ser He Asn Glu Lys Cys Gly Lys Glu Phe Thr Glu Phe 
340 345 350 

<210> 111 

<211> 2292 

<212> DNA 

<213> Mus musculus 

<400> 111 ^ ^_ 

cttgggctga ggctcccccg cgggcgggcg cagagagacg cgggaagcag gggctgggcg 60 

ggggtcgtgg cgccgcagcc agcgcagcca gccccagggg ccgccgcctc cgctgcccag 120 

cgcgctccgg ggccgccggc caccttagca cccgccgcgt cgcagctccg ggactggccc 180 

cggccgcgac gccgccgcga tgggcaacgc cgccgccgcc aagaagggca gcgagcagga 240 

gagcgtgaaa gagttcctag ccaaagccaa ggaagatttc ctgaaaaaat gggagacccc 300 

ttctcagaat acagcccagt tggatcagtt tgatagaatc aagacccttg gcaccggctc 360 

ctttgggcga gtgatgctgg tgaagcacaa ggagagtggg aaccactacg ccatgaagat 420 
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cttagacaag 


cagaaggtgg 


tgaagctaaa gcagatcgag cacactctga atgagaagcg 


480 


catcctgcag 


gccgtcaact 


tcccgttcct ggtcaaactt gaattctcct 


tcaaggacaa 


540 


ctcaaacctg 


tacatggtca 


tggagtatgt 


agctggtggc 


gagatgttct 


cccacctacg 


600 


gcggattgga 


aggttcagcg 


agccccatgc 


ccgtttctac 


gcggcgcaga 


tcgtcctgac 


660 


ctttgagtat 


ctgcactccc 


tggacctcat 


ctaccgggac 


ctgaagcccg 


agaatcttct 


720 


catcgaccag 


cagggctata 


ttcaggtgac 


agacttcggt 


tttgccaagc 


gtgtgaaagg 


780 


ccgtacttgg 


accttgtgtg 


ggacccctga 


gtacttggcc 


cccgagatta 


tcctgagcaa 


840 


aggctacaac 


aaggctgtgg 


actggtgggc 


tctcggagtc 


ctcatctacg 


agatggctgc 


900 


tggttaccca 


cccttcttcg 


ctgaccagcc 


tatccagatc 


tatgagaaaa 


tcgtctctgg 


960 


gaaggtgcgg 


ttcccatccc 


acttcagctc 


tgacttgaag 


gacctgctgc 


ggaaccttct 


1020 


gcaggtggat 


ctcaccaagc 


gctttgggaa 


cctcaagaac 


ggggtcaatg 


acatcaagaa 


1080 


ccacaagtgg 


tttgccacga 


ctgactggat 


tgccatctat 


cagagaaagg 


tggaagctcc 


1140 


cttcatacca 


aagtttaaag 


gccctgggga 


cacgagtaac 


tttgacgact 


atgaggagga 


1200 


agagatccgg 


gtctccatca 


atgagaagtg 


tggcaaggag 


tttactgagt 


tttaggggtg 


1260 


tgcttgtgcc 


ccttgggttc 


tctttcattt 


tttctttttc 


tttctatttt 


ttttccggtt 


1320 


gggggtggga 


gggttggatc 


gaacagocag 


agggccctag 


agttccatgc 


atctaattta 


1380 


acatccactc 


cacaccccca 


gggttaagga 


gagcaggaaa 


gcgctccaga 


tactggggaa 


1440 


ggggcaacat 


cagctgctcc 


ccctctccct 


tcttctccac 


ccttccctgc 


ctgttttcaa 


1500 


tgaatttctt 


agctccagcc 


atacccaatc 


ttgctggtgt 


atccaggggc 


agggtacgga 


1560 


aagagggccc 


caaattcagc 


ctccttcccg 


accctagcac 


tggatactaa 


ggatgaacga 


1620 


acagtaacgc 


caaccttccc 


ttccatgcag 


ccctacctgg 


aaagggagat 


tttatgacct 


1680 


gtacagaggg 


ctgcttgcca 


gtggggtttt 


tttttttttt 


tcatttaaat 


taagttccac 


1740 


cagtgcctcc 


caccctccaa 


actgtcccac 


cctccccaaa 


caccctcctc 


actccctaaa 


1800 


tccattctga 


tgagacccgg 


gtagccaact 


gaccctgtca 


aggaaggaac 


tgggcttgga 


1860 


atctcgccct 


gagctgctag 


cctcccggcc 


cccctttcca gtggtctcat 


gccaattgtc 


1920 


ctgtgcatca 


gcccccttaa 


gaagcctccc 


ccatcctggg 


cgcctcgctt 


ctagcttagc 


1980 


tgtcagctgt 


ccatcacctc 


ttgccgtgcg 


tccccactca 


ctgcaacccc 


aagtctgatt 


2040 


gtgctttttc 


tctcaataga 


aaggtgggga 


gctgctgggg 


aaattacccc 


atttatccct 


2100 


gtgtttatcc 


ctctcgtaac 


ttctcccaaa 


aaggaggagc 


tctcaggcct 


gggtgggggc 


2160 


cccgggtgga 


cgagggggtc 


gttcaacctg 


tgtgcttcga 


aggatgagac 


ttcctcttga 


2220 


acagtgtgct 


gttgtaaaca 


tatttgaaaa 


ctattaccaa 


taaagttttg 


ttttaaaaaa 


2280 


aaaaaaaaaa 


aa 










2292 



<210> 112 
<211> 115 
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<212> PRT 

<213> Homo sapiens 

<400> 112 

Met lie Pro Ala Lys Asp Met Ala Lys Val Met lie Val Met Leu Ala 
15 10 15 



lie Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser 
20 25. 30 

Val Ser Glu lie Gin Leu Met His Asn Leu Gly Lys His Leu Asn Ser 
35 40 45 

Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
50 55 SO 

Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gin 
65 70 75 80 

Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys 
85 90 95 

Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala 
100 105 110 

Lys Ser Gin 
115 

<210> 113 

<211> 175 

<212> PRT 

<213> Homo sapiens 

<400> 113 

Met Gin Arg Arg Leu Val Gin Gin Trp Ser Val Ala Val Phe Leu Leu 
15 10 15 

Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg 
20 25 30 

Arg Leu Lys Arg Ala Val Ser Glu His Gin Leu Leu His Asp Lys Gly 
35 40 45 

Lys Ser lie Gin Asp Leu Arg Arg Arg Phe Phe Leu His His Leu He 
50 55 60 

Ala Glu He His Thr Ala Glu He Arg Ala Thr Ser Glu Val Ser Pro 
65 70 75 80 

Asn Ser Lys Pro Ser Pro Asn Thr Lys Asn His Pro Val Arg Phe Gly 
85 90 95 
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Ser Asp Asp Glu Gly Arg Tyr Leu Thr Gin Glu Thr Asn Lys Val Glu 
100 105 110 

Thr Tyr Lys Glu Gin Pro Leu Lys Thr Pro Gly Lys Lys Lys Lys Gly 
115 120 125 



Lys Pro Gly Lys Arg Lys Glu Gin Glu Lys Lys Lys Arg Arg Thr Arg 
130 135 140 

Ser Ala Trp Leu Asp Ser Gly Val Thr Gly Ser Gly Leu Glu Gly Asp 
145 150 155 160 

His Leu Ser Asp Thr Ser Thr Thr Ser Leu Glu Leu Asp Ser Arg 
165 170 175 

<210> 114 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 

<220> 

<221> MISC^FEATtJRE 
<222> (10) . . (10) 

<223> The residue at this position can be Serine or Aspartic acid, 
<400> 114 

Ala Val Ser Glu His Gin Leu Leu His Xaa 
15 10 

<210> 115 
<211> 10 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 115 

Ser Val Ser Glu lie Gin Leu Met Asn Leu 
15 10 

<210> 116 
<211> 21 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic 
<400> 116 

Val Ala Pro Ser Asp Ser lie Gin Ala Glu Glu Trp Tyr Phe Gly Lys 
15 10 15 
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lie Thr Arg Arg Glu 
20 



84^4 



